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(54) Title: METHODS AND MATERIALS RELATING 
(LIR-LTKE) POLYPEPTIDES AND POLYNUCLEOTIDES 



TO LEUKOCYTE IMMUNOGLOBULIN RECEPTOR-LIKE 



(57) Abstract: The invention provides novel polynucleotides and polypeptides encoded by such polynucleotides and mutants or vari- 
ants thereof that correspond to a novel human secreted leukocyte immunoglobulin receptor-like polypeptide. These polynucleotides 
comprise nucleic acid sequences isolated from cDNA libraries prepared from a cDNA library prepared from human leukocyte mRNA 
(GIBCO Laboratories) (SEQ ID NO: 1, SEQ ID NO: 16); from infant brain mRNA (Columbia University) (SEQ ID NO: 35); from 
human mammary gland mRNA (Tnvitrogen) (SEQ ID NO: 47); and from bone marrow mRNA (Clontech) (SEQ ID NO: 63). Other 
aspects of the invention include vectors containing processes for producing novel human secreted LIR-like polypeptides, and anti- 
bodies specific for such polypeptides. 
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METHODS AND MATERIALS RELATING TO 
LEUKOCYTE IMMUNOGLOBULIN RECEPTOR-LIKE (LIR-LIKE) 
POLYPEPTIDES AND POLYNUCLEOTIDES 

1. CROSSS&P-ERENCE T.0 RELATED APPLICATIONS ■ 
• • ' "-This a^Iksti^n is v^c^inuahen-inVpK'&blication of OS. Appii&A'ucr-Serldi 

'Vo: 05- 542:6 L-C«- -f-i ied August IT, 2000, enroled "Methods ar.c Mu;±:rais-Re".a:ir.x :c ' ■ . 
Leukocyte Immunoglobulin Receptor-like (HR-like) Polypeptides and Polynucleotides'", 
Attorney Docket No. HYS-19, which in turn is a continuation-in-part of U.S. Application 

10 Serial No. 09/560,875, filed April 27, 2000 entitled "Novel Nucleic Acids and 

Polypeptides", Attorney Docket No. 787 CIP, which in turn is a continuation-in-part of 
U.S. Patent Application Serial No. 09/496,914, filed February 3, 2000, entitled "Novel 
Contigs Obtained from Various Libraries", Attorney Docket No. 787, and which is a 
continuation-in-part application of U.S. Application Serial No. 09/491,404 filed January 

15 25, 2000 entitled ''Novel Contigs Obtained from Various Libraries", Attorney Docket No. 
785, all of which ate incorporated herein by reference in their entirety. This application 
is also a continuation-in-part application of U.S. Application Serial No. 09/524,454 filed 
May 19, 2000, entitled "Novel Contigs Obtained from Various Libraries", Attorney 
Docket No. 789 CIP, which is a continuation-in-part application of U.S. Application 

20 Serial No. 09/5 19,705 filed March 07, 2000 entitled "Novel Contigs Obtained from 
Various Libraries", Attorney Docket No. 789, each of which are incorporated herein by 
reference in their entirety. 

2. BACKGROUND 

25 

2.1 TECHNICAL FIELD 

The present invention provides novel polynucleotides and proteins encoded by 
such polynucleotides, along with uses for these polynucleotides and proteins, for example 
in therapeutic, diagnostic and research methods. In particular, the invention relates to a 
30 novel leukocyte immunoglobulin receptor-like polypeptide (LIR-like). 
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2.2 BACKGROUND ART 

Identified polynucleotide and polypeptide sequences have numerous applications 
in, for example, diagnostics, forensics, gene mapping; identification of mutations 
responsible .for genetic disorders or other traits r to assess biodiversity, and to produce 
many other types of data and products dependent on DNA and amino acid sequences. - - 
Proteins aft\<OTwri-p'haw%fo:©Jiad activity;.^ accreted ■.. 

fc -.he case '^f leader sequence cionvngl >y,.yif:us rfshair cail onissue sdurce in .the * 
case of PCR-based techniques, or by virtue of structural similarity to other genes of 
known biological activity. It is to these polypeptides and the polynucleotides encoding 
them that the present invention is directed. In particular, this invention is directed to a 
novel soluble UR-like polypeptides and polynucleotides. 

Immune system functions are governed by a complex network of cell surface 
interactions and associated signaling processes. When a cell surface receptor is activated 
by its ligand a signal is sent into the cell; depending upon the signal transduction pathway 
that is engaged, the signal can be inhibitory or activatory. For many receptor systems 
cellular activity is regulated by a balance between activatory signajs and inhibitory 
signals. 

The biochemical mechanisms of these positive and negative signaling pathways 
are being analyzed for a number of known immune system receptor and ligand 
interactions. Many activating receptors (ARs) that mediate positive signaling have 
cytoplasmic tails containing sites of tyrosine phosphorylation known as immunoieceptor 
tyrosine-based activation motifs (TTAM). The inhibitory pathways involve receptors 
having immunoreceptor tyrosine based inhibitory motifs (TITM) which, like the ITAMs, 
are phosphorylated by tyrosine kinases. Receptors having these motifs are involved in 
inhibitory signaling because these motifs provided binding sites for tyrosine phosphatases 
which block signaling by removing phosphate from activated receptors or signal 
transduction molecules. 

The cytolytic activity of Natural Killer (NK) cells is an example of immune 
system activity which is regulated by a balance between positive signals that initiate cell 
function and inhibitory signals which prevent the activity. The receptors that activate NK 
cytotoxicity are not fully understood. If the target cell expresses cell surface MHC class I 
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antigens for which the NK cell has a specific receptor, the NK cell is inhibited from 
killing the target cell. These specific NK cell receptors, known as Killer Inhibitory 
Receptors (KIRs) send a negative signal when engaged by their MHC ligand, 
downregulating NK cell cytotoxic activity. A cytoplasmic domain amino acid sequence 
.common to manypf the X]£s is an TEM^ctif having -the sequence IT/VxYxxL/Y, • _ - 
y.'r&C'x'is anv^r^ino ac:J^EQ;\D'NO: tt j. '\ \ ■ " . 

KDU^onsiw sl^er che^rr:Ervun©g:ebp:ir> ssperfini*Iy orshe Crr-pV^is • \ 
family. Immunoglobulin (Ig) superfamily genes encode for diverse proteins 
characterized by a common Ig fold. The Ig superfamily proteins include antibodies, T 

10 cell receptors, B cell receptors, NK, myeloid and leukocyte immunoglobulin receptors 
like killer inhibitory receptors (KIRs) and activating receptors (ARs). (Hawke, NA, 
Yoder, JA, Litman, GW Immunogenetics 1999 Nov; 50(3-4): 124-33. Soluble forms of 
some of these membrane receptors, like FDF03 and CD54, are described and may serve 
as markers for pathologic conditions (Borges and Cosman (2000). Cytokine and Growth 

15 Factor Reviews, 11, 209-217). Ig Variable domains are utilized to create a specific 
binding site while Ig Constant domains may serve as more conserved counter receptor 
binding module. Recently, CMRF-35 and PIGR-1 immunoglobulin members have been 
cloned that have only one Ig-variable domain (Shujian et al (1999). EP 0897981A1, 
incorporated herein by reference). 

20 It is becoming apparent that inhibitory receptors are present on most of the 

haemopoietic cells, including dendritic cells, monocytes, CD19+ B cells; and CD3+ T 
cells (Borges and Cosman (2000). Cytokine and Growth Factor Reviews, 11, 209-217; 
De Maria, AD et al, (1997) Proc. Natl. Acad. Sci. USA, 94, 10285-88). An 
immunoreceptor expressed by mast cells is also known to downregulate cell activation 

25 signals (International Patent Application No. WO98/48017). These receptors can be 
classified into three groups according to their cytoplasmic domain characteristics. 
Transmembrane molecules with immunoreceptor tyrosine activation motifs (ITAMs) 
(YxxL where x is any amino acid, SEQ ID NO: 78) are activating receptors. Those with 
immunoreceptor tyrosine inhibition motifs (TTIMs) (I/L/VxxYxxL/V where x is any 

30 amino acid, SEQ ID NO: 77) are inhibitory in nature. A third class of transmembrane 
receptors, like LIR-4, lack a cytoplasmic tail with an activation or an inhibition motif. 
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Rather, these proteins contain a positively charged arginine residue within their 
transmembrane domain, which allows them to interact with transducer molecules such as 
CD3C, FceRIy, or KARAP/DAP12. These proteins contain a negatively charged aspartic 
acid residue in their transmembrane region., allowing them to interact with the 
' ■ .irnmunqg]ob\ilin.>receptor and have ap IT AM or possibly ITIM. mo?if \v4thnvtheir 
•tcy-DpUsrnic tslhto filiate sipai trasdu^tiOxn. ' - ' - '-• . * 

• • ■ The resepi&rs.C-r: >5K-aad , T.c*i!s h^'e beepishowrx tc rrxecia:e innaieiif.ir.ur.iiy." 
and play a major role in bone marrow graft rejection as well as in killing certain virus- 
infected and melanoma cells. Immunoglobulin receptors have also been implicated in 

10 mediating autoimmune reactions. More recently, they have also been shown to be 
required for development and maturation of dendritic cells (Fournier et al, (2000). J. 
Immunol. 1 65, 1 197-1209). It has been shown that addition of anti Ig receptor 
monoclonal antibody to T cells induced their cytolytic activity for HIV infected target 
cells. It is apparent that the down regulation of an inhibitory receptor could lead to 

15 generalized activation of NK/T cells, which may cause autoimmune disorders like 
rheumatoid arthritis, multiple sclerosis (MS), systemic lupus erythematosus (SLE), 
psoriasis, and inflammatory bowel disease (IBD) among others. 

Clearly, the immune systems activatory and inhibitory signals mediated by 
opposing kinases and phosphatases are very important for maintaining balance in the 

20 immune systems. Systems with a predominance of activatory signals will lead to 

autoimmunity and inflammation. Immune systems with a predominance of inhibitory 
signals are less able to challenge infected cells or cancer cells. Isolating new activatory 
or inhibitory receptors is highly desirable for studying the biological signal(s) transduced 
via the receptor. Additionally, identifying such molecules provides a means of regulating 

25 and treating diseased states associated with autoimmunity, inflammation and infection. 
- For example, engaging a newly discovered cell surface receptor having ITIM 
motifs with an agonistic antibody or ligand can be used to downregulate a cell function in 
disease states in which the immune system is overactive and excessive inflammation or 
immunopathology is present. On the other hand, using an antagonistic antibody specific 

30 to the receptor or a soluble form of the receptor can be used to block the interaction of the 
cell surface receptor with the receptor's ligand to activate the specific immune function in 
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disease states associated with suppressed immune function. Conversely, since receptors 
lacking the ITIM motifs, or containing the ITAM motifs, send activatory signals once 
bound to the appropriate ligand, the effect of the administration of antibodies and soluble 
receptors is the opposite of that just described and could be used to effect killing of 
5 " -caliper, or yirus-infected. cells'. _ : ** - ; ' ~ ~r 

This invention is based on the discovery of novel LER-Iike polypeptides, novel 
isolated polynucleotides encoding such polypeptides, including recombinant DNA 

10 molecules, cloned genes or degenerate variants thereof, especially naturally occurring 
variants such as allelic variants, antisense polynucleotide molecules, and antibodies that 
specifically recognize one or more epitopes present on such polypeptides, as well as 
hybridomas producing such antibodies. Specifically, the polynucleotides of the present 
invention are based on an UR-like polynucleotide isolated from a cDNA library prepared 

1 5 from human leukocyte mRNA (GIBCO Laboratories) (SEQ 3D NO: 1 , SEQ ID NO: 16); 
from infant brain mRNA (Columbia University) (SEQ ID NO: 35); from human 
mammary gland mRNA (Invitrogen) (SEQ ID NO: 47); and from bone marrow mRNA 
(Clontech) (SEQ ID NO: 63). 

The compositions of the present invention additionally include vectors such as 

20 expression vectors containing the polynucleotides of the invention, cells genetically 
engineered to contain such polynucleotides and cells genetically engineered to express 
such polynucleotides. 

The compositions of the invention provide isolated polynucleotides that include, but 
are not limited to, a polynucleotide comprising the nucleotide sequence set forth in the SEQ 

25 ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 3.8-39, 41, 47-49, 51, 63-65, or 67; or a 

fragment of SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, 
or 67; a polynucleotide comprising the flail length protein coding sequence of the SEQ ID 
NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 (for example, 
SEQ ID NO: 3, 6, 19, 22, 37, 40, 50, or 66); and a polynucleotide comprising the nucleotide 

30 sequence of the mature protein coding sequence of any of SEQ ID NO: 1-2, 4-5, 7, 16-18, 
20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67. The polynucleotides of the present 



5 



WO 02/066600 PCT/USO 1/49435 



invention also include, but are not limited to, a polynucleotide that hybridizes under 
stringent hybridization conditions to (a) the complement of any of the nucleotide sequences 
set forth in SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 
67: (b) a nucleotide sequence encoding any of SEQ ID NO: 3, 6, 8-13, 19, 22, 24-28, 33-34, 
5 .37; 40. 42^45, 50, 52-13/66. or-6S-74: apolynuc'le.otide whicfois sn-allelic variant of any - 
. pol>nuclee£ 

. * ; ' polynuclepjides; a^po^nuriettide y. hich >f.iode$,a species hemclcg' eg. orthciogs -zf irry - 
of the peptides recited above; or a polynucleotide that encodes a polypeptide comprising a 
specific domain or truncation of the polypeptide comprising SEQ ID NO: 3, 6, 19, 22, 37, 

10 40, 50, or 66. 

A collection as used in this application can be a collection of only one 
polynucleotide. The collection of sequence information or unique identifying information 
of each sequence can be provided on a nucleic acid array. In one embodiment, segments of 
sequence information are provided on a nucleic acid array to detect the polynucleotide that 

15 contains the segment The array can be designed to detect full-match or mismatch to the 
polynucleotide that contains the segment. The collection can also be provided in a 
computer-readable format. 

This invention further provides cloning or expression vectors comprising at least a 
fragment of the polynucleotides set forth above and host cells or organisms transformed 

20 with these expression vectors. Useful vectors include plasmids, cosmids, lambda phage 
derivatives, phagemids, and the like; that are well known in the art. Accordingly, the 
invention also provides a vector including a polynucleotide of the invention and a host cell 
containing the polynucleotide. In general, the vector contains an origin of replication 
functional in at least one organism, convenient restriction endonuclease sites, and a 

25 selectable marker for the host cell. Vectors according to the invention include expression 
vectors, replication vectors, probe generation vectors, and sequencing vectors. A host cell 
according to the invention can be a prokaryotic or eukaryotic cell and can be a unicellular 
organism or part of a multicellular organism. . 

The compositions of the present invention include polypeptides comprising, but not 

30 limited to, an isolated polypeptide selected from the group comprising the amino acid 

sequence of SEQ ID NO: 3, 6, 8-13, 19, 22, 24-28, 33-34, 37, 40, 42-45, 50, 52-58, 66; or 
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68-74; or the corresponding full length or mature protein. Polypeptides of the invention also 
include polypeptides with biological activity that are encoded by (a) any of the 
polynucleotides having a nucleotide sequence set forth in the SEQ ID NO: 1-2, 4-5, 7, 16- 
18, 20-21, 23, 35-36, 38-39, 41, 47-49, 5 h 63-65, or 67; or (b) polynucleotides that 

"5" ""hybridize to the complement of the polynucleotides of «(a) under stringent hybridizititm " 
'20v,di;icr.s.. ■ j?io!o.gr*aIl^ ff-ar.v of the ^'rc^iniecuer.ces . 

..; listed as*5£Q ID NO: ?/'6,Sr *9; *2;24-CS. 3 37. 4(142-45. 02-5S..-S6, t-r 55- r - 
74, and substantia equivalents thereof that retain biological or immunological activity are 
also contemplated. The polypeptides of the invention may be wholly or partially chemically 

10 synthesized but are preferably produced by recombinant means using the genetically 
engineered cells (e.g. host cells) of the invention. 

The invention also provides compositions comprising a polypeptide of the 
invention. Pharmaceutical compositions of the invention may comprise a polypeptide of 
the invention and an acceptable carrier, such as a hydrophilic, e.g., pharmaceutical^ 

15 acceptable, carrier. 

The invention also relates to methods for producing a polypeptide of the invention 
comprising culturing host cells comprising an expression vector containing at least a 
fragment of a polynucleotide encoding the polypeptide of the invention in a suitable 
culture medium under conditions permitting expression of the desired polypeptide, and 

20 purifying the protein or peptide from the culture or from the host cells. Preferred 

embodiments include those in which the protein produced by such a process is a mature 
form of the protein. 

Polynucleotides according to the invention have numerous applications in a 
variety of techniques known to those skilled in the art of molecular biology. These 

25 techniques include use as hybridization probes, use as oligomers, or primers, for PCR, 
use in an array, use in computer-readable media, use for chromosome and gene mapping, 
use in the recombinant production of protein, and use in generation of antisense DNA or 
KNA, their chemical analogs and the like. For example, when the expression of an 
mRNA is largely restricted to a particular cell or tissue .type, polynucleotides of the 

30 invention can be used as hybridization probes to detect the presence of the particular cell 
or tissue mRNA in a sample using, e.g, t in situ hybridization. 
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In other exemplary embodiments, the polynucleotides are used in diagnostics as 
expressed sequence tags for identifying expressed genes or, as well known in the art and 
exemplified by Vollrath et al., Science 258:52-59 (1992), as expressed sequencers for 
physical mapping of the human genome. 

75 " .• . The* : pcV<pe.ptides according .to" the invention can -bexsed'tn -a ^vanety^cf 
- . ' oc*v. efitio^ii^rocedici^and rne:ho'ds-:hat areJfeunw'y j-abpJiiec to drherproWins.. 'For • 
: /; ex^p:3 r .u:p^ivpjepi:;d5 of the-inv5^t:oriian : -befu<eJ^o.^net^:e.an uniiboev that. . 
specifically binds the polypeptide. Such antibodies, particularly monoclonal antibodies, 
are useful for detecting or quantitating the polypeptide in tissue. The polypeptides. of the 

10 invention can also be used as molecular weight markers, and as a food supplement 
Methods are also provided for preventing, treating, or ameliorating a medical 
condition which comprises the step of administering to a mammalian subject a 
therapeutically effective amount of a composition comprising a peptide of the present 
invention and a pharmaceutically acceptable carrier. 

15 In particular, the polypeptides and polynucleotides of the invention can be 

utilized, for example, as part of methods for the prevention and/or treatment of 
^immunological diseases such as rheumatoid arthritis, multiple sclerosis, psoriasis, 
systemic lupus erythematosus and inflammatory bowel disease. The polynucleotides and 
polypeptides may also be beneficial in the treatment of viral infections and in the 

20 treatment of some forms of cancer. 

The methods of the invention also provides methods for the treatment of disorders 
as recited herein which comprise the administration of a therapeutically effective amount 
of a composition comprising a polynucleotide or polypeptide of the invention and a 
pharmaceutically acceptable carrier to a mammalian subject exhibiting symptoms or 

25 tendencies related to disorders as recited herein. In addition, the invention encompasses 
methods for treating diseases or disorders as recited herein comprising the step of 
administering a composition comprising compounds and other substances that modulate 
the overall activity of the target gene products and a pharmaceutically acceptable carrier. 
Compounds and other substances can effect such modulation either on the level of target 

30 gene/protein expression or target protein activity. Specifically, methods are provided for 
preventing, treating or ameliorating a medical condition, including viral diseases, which 
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comprises administering to a mammalian subject, including but not limited to humans, a 
therapeutically effective amount of a composition comprising a polypeptide of the 
invention or a therapeutically effective amount of a composition comprising a binding 
partner of (e.g., antibody specifically reactive for) LIR-like polypeptides of the invention. 
5 The- mechanics ^fethe-paracubx sondition er,path'»I^gy w31 dictate whether :he - . 
_pOi-;o.e!pcices/cf-the inVestion .cnbin^ vyeei&t'e ■ 

V^tenciahlo ;he indiyi d^ar ir; neec-^re^xen^ . 

According to this method, polypeptides of the invention can be administered to 
produce an in vitro or in vivo inhibition of cellular function. A polypeptide of the 

10 invention can be administered in vivo alone or as an adjunct to other therapies. 

Conversely, protein or other active ingredients of the present invention may be included 
in formulations of a particular agent to minimize side effects of such an agent. 

The invention further provides methods for manufacturing medicaments useful in 
the above-described methods. 

15 The present invention further relates to methods for detecting the presence of the 

polynucleotides or polypeptides of the invention in a sample (e.g., tissue or sample). 
Such methods can, for example, be utilized as part of prognostic and diagnostic 
evaluation of disorders as recited herein and for the identification of subjects exhibiting a 
predisposition to such conditions. 

20 The invention provides a method for detecting a polypeptide of the invention in a 

sample comprising contacting the sample with a compound that binds to and forms a 
complex with the polypeptide under conditions and for a period sufficient to form the 
complex and detecting formation of the complex, so that if a complex is formed, the 
polypeptide is detected. 

25 The invention also provides kits comprising polynucleotide probes and/or 

monoclonal antibodies, and optionally quantitative standards, for carrying out methods of 
the invention. Furthermore, the invention provides methods for evaluating the efficacy of 
drugs, and monitoring the progress of patients, involved in clinical trials for the treatment 
of disorders as recited above. 

30 The invention also provides methods for the identification of compounds that 

modulate (i.e., increase or decrease) the expression or activity of the polynucleotides 
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and/or polypeptides of the invention. Such methods can be utilized, for example, for the 
identification of compounds that can ameliorate symptoms of disorders as recited herein. 
Such methods can include, but are not limited to, assays for identifying compounds and 
other substances that interact with (e.g. , bind to) the polypeptides of the invention. 
5 " . • /The- ^ventio.n.pi^Vides aTnetfcpdfor identifying a compound that binds to the 

. - ^c*>7^tt&,unid&^ for-axitae >ufSicjent •e*rotm a-poKreptidev-cpmpoiand 

complex and detecting the complex, so that if the polypeptide/compound complex is 
detected, a compound that binds to the polypeptide is identified. 

10 Also provided is a method for identifying a compound that binds to the 

polypeptide comprising contacting the compound with the polypeptide in a cell for a time 
sufficient to form a polypeptide/compound complex wherein the complex drives 
expression of a reporter gene sequence in the cell and detecting the complex by detecting 
reporter gene sequence expression so that if the polypeptide/compound complex is 

15 detected a compound that binds to the polypeptide is identified. 

4. BRIEF DESCRIPTION OF THE DRAWINGS 

Figure 1 shows the BLASTX amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 2 (i.e. SEQ ID NO: 3) leukocyte immunoglobulin ieceptor-like 

20 polypeptide (also identified'as "LIR-like") and human IRCla protein SEQ ID NO: 14, 
indicating that the two sequences share 55% similarity over 297 amino acid residues and 
37% identity over the same 297 amino acid residues, wherein A=Alanine, OCysteine, 
D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, G=Glycine, H=Histidine, 
I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, N=Asparagine, P=Proline, 

25 Q=Glutamine, R=Arginine, S=Serine, T=Threonine, V=Valine, W=Tryptophan, 
Y=Tyrosine. Gaps are presented as dashes. 

Figure 2 shows the BLASTX amino acid sequence alignment between the protein 
encoded by SEQ ID: 2 (i.e. SEQ ID NO: 3) leukocyte immunoglobulin receptor-like 
polypeptide (also identified as "LIR-like") and human PIGR-1 (Patent Application No. 
' 30 EP897981) SEQ ID NO: 15, indicating that the two sequences share 63% similarity over 
176 amino acid residues and 53% identity over the same 176 amino acid residues, 

10 
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wherein A=Alanine, C=Cysteine, D=Aspartic Acid, E= Glutamic Acid, Phenylalanine, 
G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, 
N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, T=Threonine, 
V=Vatine, W=Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 

.5". JBgjur? 3 sho-ws the-BLASTX amino acid sequence alignment be^;een^he;p^t©in 

' /• ^/-5EQ tp* $ ij.e/SEQ ID*>"0:^ ^ 

: ;?d:y?e?:ice^;so :den:ified as^UR-lik*'*? and human,IRCia.?rcteip. -SE<*1S NO: 14/' ■ 
indicating that the two sequences share 57% similarity over 135 amino acid residues and 
38% identity over the same 135 amino acid residues, wherein A=Alanine, C=Cysteine, 

10 D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, G=Glycine, H=Histidine f 
I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, N=Asparagine, P=Proline, 
Q=Glutamine, R=Arginine, S^Serine, T=Threonine, V=Valine, W^Tryptophan, 
Y=Tyrosine. Gaps are presented as dashes. 

Figure 4 shows the BLASTX amino acid sequence alignment between the protein 

15 encoded by SEQ ID NO: 5 (i.e. SEQ ID NO: 6) leukocyte immunoglobulin receptor-like 
polypeptide (also identified as "IIR-like") and human PIGR-1 (Patent Application No. 
EP897981) SEQ ID NO: 15, indicating that the two sequences share 67% similarity over 
145 amino acid residues and 59% identity over the same. 145 amino acid residues, 
wherein A=Alanine, OCysteine, D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, 

20 G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, 
N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, T=Threonine, 
V=Valine, W=Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 

Figure 5 shows the BLASTP amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 18 (i.e. SEQ ID NO: 19) leukocyte immunoglobulin receptor- 

25 like polypeptide (also identified as "UR-like") and putative inhibitory receptor (Rojo et 
al, (1997) J. Immunol., 158, 9-12) SEQ ID NO: 29, indicating that the two sequences 
share 51% similarity over 145 amino acid residues and 33% identity over the same 145 
amino acid residues, wherein A= Alanine, G=Cysteine, D=Aspartic Acid, E= Glutamic 
Acid, F=Phenylalanine, G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, 

30 M=Methionine, N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, 

T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 
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Figure 6 shows the BLASTP amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 18 (i.e. SEQ ID NO: 19) leukocyte immunoglobulin receptor- 
like polypeptide (also identified as "LIR-like") and human GP49 HM18 polypeptide 
(Patent Application No. WO9809638) SEQ ID NO: 30, indicating that the two sequences 
:;5~ ".share 50% similarity over 12.3 amino acid residues.and-34^ identity over Lhe..-same \23 ; . .- 
• inline ^cid residues. Avherein A=Aianlr:e;C:=C^tei^ * 

M=Methionine, N=Asparagine, P=Proline, Q=Glutamine, .R=Arginine, S=Serme, 
T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 

10 Figure 7 shows the BLASTP amino acid sequence alignment between the protein 

encoded by SEQ ID NO: 21 (i.e SEQ ID NO: 22) leukocyte immunoglobulin receptor- 
like polypeptide (also identified as "LIR-like") and immunoglobulin-like protein IGSF1 
. (Mazzarella et al, (1998) Genomics 48, 157-162) SEQ ID NO: 31, indicating that the two 
sequences share 53% similarity over 209 amino acid residues and 38% identity over the 

15 same 209 amino acid residues, wherein A=Alanine, OCysteine, D=Aspartic Acid, E= 
Glutamic Acid, F=Phenylalanine, G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, 
L=Leucine,M=Methionine, N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, 
S=Serine, T=Threonine, V= Valine, W=Tryptophan, Y=Tyrosine. Gaps are presented as 
dashes. 

20 Figure 8 shows the BLASTP amino acid sequence alignment between the protein 

encoded by SEQ ID NO: 21 (i.e SEQ ID NO: 22) leukocyte immunoglobulin receptor- 
like polypeptide (also identified as 'TJR-like") and human OR-pbm36-2 protein (Patent 
Application No. WO9848017) SEQ ID NO: 32, indicating that the two sequences share 
46% similarity over 236 amino acid residues and 32% identity over the same 236 amino 

25 acid residues, wherein A=Alanine, C=Cysteine, D=Aspartic Acid, E= Glutamic Acid, 
F=Phenylalanine, G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, 
M=Methionine, N=Asparagine, P=Proline, Q=Glutamine > R=Arginine, S=Serine, 
T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 
Figure 9 shows the GeneAtlas amino acid sequence alignment between the 

30 protein encoded by SEQ ID NO: 36 and 39 (i.e SEQ ID NO: 37 and 40, respectively) 
leukocyte immunoglobulin receptor-like polypeptide (also identified as "LIR-like") and 
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human P58 killer cell inhibitory receptor protein, pdb Identification No. Ib6u, SEQ ID 
NO: 46, indicating that the two sequences share 33% similarity over 103 amino acid 
residues and 19.4% identity over the same 103 amino acid residues, wherein A=Alanine, 
C=Cysteine, D=Aspartic Acid, E= -Glutamic Acid ? F=Phenylalanine, G=Glycine, 
T^T^Histidine. I-I ^qleudfie. K^Lysine. L=Leucine. M=Methionirie, N=A$p>&ra£ine, • 

• ,V^T^/p;ophan ? T=T>h?5lne. Gaps urs presented .ai d^hes. " m 

Figure 10 shows the BLASTX amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 49 (i.e. SEQ ID NO: 50) leukocyte immunoglobulin . 

10 receptor-like polypeptide (also identified as "LIR-like") and human CMRF 35 protein 
(Jackson et al, (1992) Eur. J. Immunol., 22, 1157-1163) SEQ ID NO: 60, indicating that 
the two sequences share 62% similarity over 217 amino acid residues and 48% identity 
over the same 217 amino acid residues, wherein A=Alanine, C=Cysteine, D=Aspartic 
Acid, E= Glutamic Acid, F=Phenylalanine, G=Glycine, H=Histidine, I=Isoleucine, 

15 K=Lysine, L=Leucine, M=Methionine, N=Asparagine, P=ProJine, Q=Glutamine, 

R=Arginine, S=Serine, T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine. Gaps are 
presented as dashes. 

Figure 1 1 shows the BLASTX amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 49 (i.e. SEQ ID NO: 50) leukocyte immunoglobulin 

20 receptor-like polypeptide (also identified as "UR-like") and human Natural Killer 

inhibitory receptor protein SEQ ID NO: 61, indicating that the two sequences share 64% 
similarity over 145 amino acid residues and 51% identity over the same 145 amino acid 
residues, wherein A=Alanine, C==Cysteine, D=Aspartic Acid, E= Glutamic Acid, 
F=Phenylalanine, G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, 

25 M=Methionine, N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, 
T=Threonine, V=Valine, W==Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 

Figure 12 shows the BLASTX amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 49 (Le. SEQ ID NO: 50) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "LIR-like") and human PIGR-2 protein 

30 (Patent Application No. EP905237) SEQ ID NO: 62, indicating that the two sequences 
share 58% similarity over 205 amino acid residues and 47% identity over the same 205 
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amino acid residues, wherein A=Alanine, C=Cysteine, D=Aspartic Acid, E= Glutamic 
Acid, F=Phenylalanine, G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, L==Leucine, 
M=Methionine, N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, 
T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 
"5" F:gure 13 s^ows the GeneAtlas amine acid sequence alignment beiweenth'e 

^ftjdM?R0C&at-; SEQTD-XO: -^9 • i.e SEQ IS SO: 50vl«Aoc%^ :ran;ur.«g!bbuir. 
- ' /recectcnifte.^ as vLiR-yke ^ and TceK refceoret. ?eb .• 

Identification No. Ib88, SEQ ID NO: 59, indicating that the two sequences share 29.5% 
similarity over 112 amino acid residues and 11.6% identity over the same 112 amino acid 
10 residues, wherein A=Alariine, C=Cysteine, D=Aspartic Acid, E= Glutamic Acid, 
F=Phenylalanine, G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, 
M=Methionine, N~Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, 
T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 
Figure 14 shows the BLASTP amino acid sequence alignment between the 
15 protein encoded by SEQ ID NO: 65 (i.e. SEQ 3D NO: 66) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "LIR-like") and human platelet glycoprotein 
VI-2 protein (Ezumi et al, (2000) Biochem. Biophys. Res. Commun. 277, 27-36) SEQ ID 
NO: 75, indicating that the two sequences share 50% similarity over residues 1-219 of 
SEQ ID NO: 66, and 37% identity over the same residues 1-219 of SEQ ID NO: 66, 
20 wherein A=Alanine, Q=Cysteine, D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, 
G=Glycine, H=Histidine, I=Isoleucine, K=Lysine, D=Leucine, M=Methionine, 
N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, T=Threonine, 
V=Valine, W=Tryptophan, Y=Tyrosine. Gaps are presented as dashes. 

Figure 15 shows the BLASTP amino acid sequence alignment between the 
25 protein encoded by SEQ ID NO: 65 (i.e. SEQ ID NO: 66) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as 'TLJR-like") and human FcR-II protein 
(Patent Application No. WO9831806), SEQ ID NO: 76, indicating that the two sequences 
share 51% similarity over residues 27-262 of SEQ ID NO: 66 and 37% identity over the 
same amino acid residues 27-262 of SEQ ID NO: 66, wherein A=Alanine, C=Cysteine, 
30 D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, G=Glycine, H=Histidine, 
I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, N=Asparagine, P=Proline, 
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Q=Glutamine; R=Arginine, S=Serine, T=Threonine, V=Valine, W=Tryptophan, 
Y^Tyrosine. Gaps are presented as dashes. 

' 'X : DETm^B^ESGRimO^OF THE INVENTION ~\ / - ; 

.* • ivhc kcrkccyie i-;mrnur,egi6.bulin r?ceaor-ir^ . .' 

. - . ^^roxinid^iy-rO^^Tiino Jicid pro-sin with It prstiict^c Secular .r.ass of ^proximately ; • 
34 kDa unglycosylateA Protein database searches with the BLASTX algorithm (Altschul 
S.F. et al., J. Mol. Evol. 36:290-300 (1993) and Altschul S.F. et al., J. Mol. Biol 21:403- 

10 10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 3 is homologous 
to leukocyte immunoglobulin receptors like IRCla and NK cell inhibitory receptors like 
PIGR-1. Protein database. search with eMATRIX software (Stanford University, 
Stanford CA) further show that a portion of SEQ ID NO: 3 (i.e. SEQ ID NO: 8) is 
homologous to poly Ig receptors. 

1 5 Figure 1 shows the BLASTX amino acid sequence alignment between the protein 

•encoded by SEQ ID NO: 2 (i.e. SEQ ID NO: 3) leukocyte immunoglobulin receptor-like 
polypeptide (also identified as "IJR-like") and human IRCla protein SEQ ID NO: 14, 
indicating that the two sequences share 55% similarity over 297 amino acid residues and 
37% identity over the same 297 amino acid residues. 

20 Figure 2 shows the BLASTX amino acid sequence alignment between the protein 

encoded by SEQ ID: 2 (i.e. SEQ ID NO: 3) leukocyte immunoglobulin receptor-like 
polypeptide (also identified as "LER-like") and human PIGR-1 (Patent Application No. 
EP897981) SEQ ID NO: 15, indicating that the two sequences share 63% similarity over 
176 amino acid residues and 53% identity over the same 176 amino acid residues. 

25 A predicted soluble, secreted splice variant of SEQ ID NO: 3 is SEQ ID NO: 6. It 

is an approximately 162 amino acid protein with a predicted molecular mass of 
approximately 18 kDa unglycosylated. Protein database searches with the BLASTX 
algorithm (Altschul S.F. et al., J. Mol. Evol. 36:290-300 (1993) and Altschul S.F. et al., J. 
Mol. Biol. 21:403-10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 

30 6 is homologous to leukocyte immunoglobulin receptors like IRCla and NK cell 
inhibitory receptor like PIGR-1. Protein database search with eMATRIX software 
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(Stanford University, Stanford CA) further show that a portion of SEQ ID NO: 7 (i.e. 
SEQ ID NO: 9) is homologous to poly Ig receptors. 

Figure 3 shows the BLASTX amino acid sequence alignment between the protein 
encoded by SEQ E>: 5 (i.e. SEQ ID NO: 6) leukocyte immunoglobulin receptor-like 
X ~~palypept^ 
•~ ' ; .indicating 4ha?-:hfc"rAl) sequences shtire"57* r r si^fcruy^ 
■ jS^-identiry &:<;?r :he -sirr.e 15f itrnir.? acid residue*. - 

Figure 4 shows the BLASTX amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 5 (i.e. SEQ ID NO: 6) leukocyte immunoglobulin receptor-like 
10 polypeptide (also identified as "UR-like") and human PIGR-1 (Patent Application No. 
EP897981) SEQ ID NO: 15, indicating that the two sequences share 67% similarity over 
145 amino acid residues and 59% identity over the same 145 amino acid residues. 

A predicted approximately thirty residue signal peptide is encoded from 
approximately residue 1 to residue 30 of both SEQ ID NO: 3 and SEQ ID NO: 6 (SEQ ID 
15 NO: 10). The extracellular portion is useful on its own. This can be confirmed by 
expression in mammalian cells and sequencing of the cleaved product. The signal 
peptide region was predicted using the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), incorporated herein by reference). One 
of skill in the art will recognize that the actual cleavage site may be different than that 
20 predicted by the computer program. SEQ ID NO: 12 is the peptide resulting when the 
signal peptide is removed from SEQ ID NO: 3. SEQ ID NO: 13 is the peptide resulting 
when the signal peptide is removed from SEQ ID NO: 6. 

A predicted approximately fourteen residue transmembrane peptide is encoded 
from approximately residue 170 to residue 193 of SEQ ID NO: 3 (SEQ ID NO: 11). This 
25 can be confirmed by expression in mammalian cells. The transmembrane peptide region 
was predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
157, pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 
recognize that the actual transmembrane region may be different than that predicted by 
the computer program. 

30 Using eMATRIX software package (Stanford University, Stanford, CA) (Wu et 

al., J. Comp. Biol., vol. 6, pp. 219-235 (1999), herein incorporated by reference), both the 
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membrane-bound and soluble UR-like polypeptide is expected to have a poly Ig receptor 
domain at residues 82 - 129 of SEQ ID NO: 3 and residues 82 - 129 of SEQ ID NO: 6 
(SEQ ID NO: 8 and SEQ ID NO: 9, respectively). SEQ ID NO 8 has serine in the 
position 129 while SEQ ID NO: 9 contains proline in the same position. The domains 
5 "corre^ndir.g te SE^;©^; 3. and 5EQ-ID.NO: 6 are as foltowwherfcin Alanine, ■ 

;• • H=Histidir;e. I='!io.:eucir.e. K=tyiir.e ? ' L^Leucine. M^Methipnine. C^Aspangine,- , . 
P=Proline, Q=Glutamine, R=Arginine, S=Serine, T=Threonine, V=Valine, 
W=Tryptophan, Y=Tyrosine: 
10 Poly immunoglobulin receptor domain 

(IKDNQKNRTFIVn^ 

designated as SEQ ID NO: 8) p-value of 3.628e-9, DM01688B 2 (identification number 
correlating to signature); located at residues 82-129 of SEQ ID NO: 3 and 
Poly immunoglobulin receptor domain 

15 (KDNQKNRTFTVTMEDIJ^ 

designated as SEQ ID NO: 9) p-value of 2.5e-10, DM01688B 2 (identification number 
correlating to signature); located at residues 82-129 of SEQ ID NO: 6. 

Another leukocyte immunoglobulin receptor-like polypeptide SEQ ID NO: 19 is 
an approximately 236-amino acid protein with a predicted molecular mass of 

20 approximately 26 kDa unglycosylated Protein database searches with the BLASTP 

algorithm (Altschul S.F. et al., J. Mol. Evol. 36:290-300 (1993) and Altschul S.F. et al., J. 
Mol. Biol. 21:403-10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 
19 is homologous to leukocyte immunoglobulin receptors (URs) and immunoglobulin- 
like protein IGSF-1. Protein database search with Molecular Simulations Inc. GeneAtlas 

25 software (Molecular Simulations Inc., San Diego, CA) further show that SEQ ID NO: 19 
is homologous to killer cell inhibitory receptors. 

Figure 5 shows the BLASTP amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 18 (i.e. SEQ ID NO: 19) leukocyte immunoglobulin receptor- 
like polypeptide (also identified as 'TJR-like") and putative inhibitory receptor (Rojo et 

30 al, (1997) J. Immunol., 158, 9-12) SEQ ID NO: 29, indicating that the two sequences 
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share 51% similarity over 145 amino acid residues and 33% identity over the same 145 
amino acid residues. 

Figure 6 shows the BLASTP amino acid sequence alignment between the protein 
encoded by SEQ ID NO: IS (i.e. SEQ ID NO: 19) leukocyte immunoglobulin receptor- 
's 7!"i:ke.pc];v^ GPWHNHS. polypeptide . 
•- ' . .ijPcufr^^ SEQiD NO>;bA:r:cear:rrg;th:u the-hyo^uefiss . 
^h^2 ?(?Q <in2i;ar::y oVer 123 arri no.acid residues and. iier^Hy oyer^he samel:!? -. 
amino acid residues. 

A predicted soluble, secreted splice variant of SEQ ID NO: 19 is SEQ ID NO: 22. 

10 It is an approximately 199 amino acid protein with a predicted molecular mass of 
approximately 22 kDa unglycosylated. Protein database searches with the BLASTP 
algorithm (Altschul S.F. et al., J. MoL Evol. 36:290-300 (1993) and Altschul S.F. et.al., J. 
Mol. Biol. 21:403-10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 
22 is homologous to leukocyte immunoglobulin receptors (LIRs) and immunoglobulin- 

15 like protein IGSF-1. Protein database search with Molecular Simulations Inc. GeneAtlas 
software (Molecular Simulations Inc., San Diego, CA) further shows that SEQ ID NO: 22 
is homologous to killer cell inhibitory receptors. 

Figure 7 shows the BLASTP amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 21 (i.e SEQ ID NO: 22) leukocyte immunoglobulin receptor- 

20 like polypeptide (also identified as 'UR-like") and immunoglobulin-like protein IGSF1 
(Mazzarella et al, (1998) Genomics 48, 157-162) SEQ ID NO: 31, indicating that the two 
sequences share 53% similarity over 209 amino acid residues and 38% identity over the 
same 209 amino acid residues. 

Figure 8 shows the BLASTP amino acid sequence alignment between the protein 

25 encoded by SEQ ID NO: 21 (i.e SEQ ID NO: 22) leukocyte immunoglobulin receptor- 
like polypeptide (also identified as "UR-like") and human LIR-pbm36-2 protein (Patent 
Application No. WO9848017) SEQ ID NO: 32, indicating that the two sequences share 
46% similarity over 236 amino acid residues and 32% identity over the same 236 amino 
acid residues. 

30 A predicted approximately sixteen residue signal peptide is encoded from 

approximately residue 1 to residue 16 of both SEQ ID NO: 19 and SEQ ID NO: 22 (SEQ 
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ID NO: 25). The extracellular portion is useful on its own. This can be confirmed by 
expression in mammalian cells and sequencing of the cleaved product. The signal 
peptide region was predicted using the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol. 157, pp. 105-31 (1982), incorporated herein by reference). One 

"T." bf'SkiR iiUhe art Will reco^iz^ rhav the^ctual cleavage -.site may be different Jthan that ■ - 

* :.pse^:cted by ±e^cmpULer-pro"srarri. SlEQ 5 ©^©: Inh^ptife resuiring wheh'the 
. -predicted signal-pepiide i*-:er?.o\ed fro-- -SEQ ID NO; 19: ;S"EQ ID NO: IS is. the peptide : 
resulting when the predicted signal peptide is removed from SEQ ID NO: 22. 

A predicted approximately twenty-three residue transmembrane peptide is 

10 encoded from approximately residue 135 to residue 157 of SEQ ID NO: 19 (SEQ ID NO: 
26). This can be confirmed by expression in mammalian cells. The transmembrane 
peptide region was predicted using the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), incorporated herein by reference). One 
of skill in the art will recognize that the actual transmembrane region may be different 

15 than that predicted by the computer program. 

Using Molecular Simulations Inc. GeneAtlas software (Molecular Simulations 
Inc., San Diego, CA), LIR-like polypeptides of SEQ ID NO: 19 and 22 were determined 
to have a region at residues 26 - 97 with characteristic motifs to the killer cell inhibitory 
receptor domain (SEQ ID NO: 24). The corresponding domain within SEQ ID NO: 19 

20 and 22 is as follows wherein A=Alanine, OCysteine, D=Aspartic Acid, E= Glutamic 
Acid, F=Phenylalanine, G=Glycine, H=Histidine, I=Isoleucine, K-Lysine, L=Leucine, 
M=Methionine, N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serine, 
T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine: 
Killer cell inhibitory receptor domain 

25 (PPKPSLHAWPSSVVEAESNVTLKC^ 
AEFPFTDLKPKDAGRYFCA 

designated as SEQ ID NO: 24 with PSI-BLAST e-value of 4.2e-24, protein 
database identification number entry = lb6u (Research collaborator for Structural 
Bioinfonnatics. http://ww.rcsb.org/pbd), verify score = 0.26, located at residues 26-97 of 

30 SEQ ID NO: 19. 
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The leukocyte immunoglobulin receptor-like polypeptide of both SEQ ID NO: 37 
and 40 is an approximately 230-amino acid protein with a predicted molecular mass of 
approximately 26 kDa unglycosylated Protein database search with Molecular 
Simulations Inc. GeneAtlas software (Molecular Simulations Inc., San Diego, CA) 
"-5. "further shows that- both .-SE;Q:IB NO: 3? and 40 and are homologous toP58 killer veil " ' " 

.' - yjnhibttory receptor. . ■ ■ •..* ". ■ -. . •* . : • *;'*• ' 

...Figure 9 shows'&e-Geii^ftclas amino acid sequence iiigf.mer.t betv/^er.-the ■ , ' . ; 
protein encoded by SEQ ID NO: 36 and 39 (i.e SEQ ID NO: 37 and 40, respectively) 
leukocyte immunoglobulin receptor-like polypeptide (also identified as "LIR-like") and 

10 human P58 killer cell inhibitory receptor protein, pdb Identification No. Ib6u, SEQ ID 
NO: 46, indicating that the two sequences share 33% similarity over 103 amino acid 
residues and 19.4% identity over the same 103 amino acid residues. 

A predicted approximately fifteen residue signal peptide is encoded from 
approximately residue 1 to residue 15 of both SEQ ID NO: 37 and SEQ ID NO: 40 (SEQ 

15 ID NO: 43). The extracellular portion is useful on its own. This can be confirmed by 
expression in mammalian cells and sequencing of the cleaved product. The signal 
peptide region was predicted using the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), incorporated herein by reference). One 
of skill in the art will recognize that the actual cleavage site may be different than that 

20 predicted by the computer program SEQ ID NO: 45 is the peptide resulting when the 
predicted signal peptide is removed from either SEQ ID NO: 37 or SEQ ID NO: 40. 

A predicted approximately twenty-seven residue transmembrane peptide is 
encoded from approximately residue 116 to residue 143 of SEQ ID NO: 37 and SEQ ID 
NO: 40 (SEQ 3D NO: 44). The transmembrane portion may be useful on its own. This 

25 can be confirmed by expression in mammalian cells. The transmembrane peptide region 
was predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
157, pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 
recognize that the actual transmembrane region may be different than that predicted by 
the computer program. 

30 ' The leukocyte immunoglobulin receptor-like polypeptide of SEQ ID NO: 50 is an 

approximately 201-amino acid protein with a predicted molecular mass of approximately 
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22 kpa unglycosylated. Protein database searches with the BLASTX algorithm (Altschul 
SJP. et al„ J. MoL Evol. 36:290-300 (1993) and Altschul SJF. et aL, J. MoL Biol. 21:403- 
10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 50 is homologous 
to. leukocyte immunoglobulin receptors like CMRF35. NK cell inhibitory receptor, and 
5 . .human -PIGR--. receptor. \y- -y . _ ; •■ 

- " orfccevn encoued / Vv : SEQ'£D NO: .49 ii ,e. SEQ ED'i>0: 50.) Isufcccyie yfr.rnur.C-^obuiin \ 
receptor-like polypeptide (also identified as "LER-like") and human CMRF 35 protein 
(Jackson et al, (1992) Eur. J. Immunol., 22, 1157-1163) SEQ ID NO: 60, indicating that 

10 the two sequences share 62% similarity over 217 amino acid residues and 48% identity 
over the same 217 amino acid residues. 

Figure 11 shows the BLASTX amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 49 (i.e. SEQ ID NO: 50) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "LIR-like") and human Natural Killer 

15 inhibitory receptor protein SEQ ID NO: 61, indicating that the two sequences share 64% 
similarity over 145 amino acid residues and 51% identity over the same 145 amino acid 
residues. 

Figure 12 shows the BLASTX amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 49 (i.e. SEQ ID NO: 50) leukocyte immunoglobulin 
20 receptor-like polypeptide (also identified as "UR-like") and human PIGR-2 protein 
(Patent Application No. EP905237) SEQ ID NO: 62, indicating that the two sequences 
share 58% similarity over 205 amino acid residues and 47% identity over the same 205 
amino acid residues. 

Figure 13 shows the GeneAtlas amino acid sequence alignment between the 
25 protein encoded by SEQ ID NO: 49 (i.e SEQ ID NO: 50) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "UR-like") and T cell receptor, pdb 
' Identification No. Ib88, SEQ ID NO: 59* indicating that the two sequences share 29.5% 
similarity over 112 amino acid residues and 11.6% identity over the same 112 amino acid 
residues. 

30 A predicted approximately twenty-residue signal peptide is encoded from 

approximately residue 1 through residue 20 of SEQ ID NO: 50 (SEQ ID NO: 55). The 
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extracellular portion is useful on its own. This can be confirmed by expression in 
mammalian cells and sequencing of the cleaved product. The signal peptide region was 
predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
157. pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 

~5 Teepgni-ze xhatthe actual cfeayage.^ m ■ 

\- corpj?urerjprcgrani. *S£Q'XD SQ: 57, is &e--fcpz:ce-r£stifr:r.g .tfheh :he-?r$diores signal'' ■ : 
X ..peptiie ie remfcvsJLfrom S.EQ TD N©: : 5*0. . . 

A predicted approximately twenty-four residue transmembrane peptide is encoded 
from approximately residue 167 to residue 191 of SEQ ID NO: 50 (SEQ ID NO: 56). 

10 The transmembrane portion may be useful on its own. This can be confirmed by 

expression in mammalian cells. The transmembrane peptide region was predicted using 
the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 157, pp. 105-31 
(1982), incorporated herein by reference). One of skill in the art will recognize that the 
actual transmembrane region may be different than that predicted by the computer 

15 program. 

Using eMATRK software package (Stanford University, Stanford, CA) (Wu et 
al., J. Comp. Biol., vol. 6, pp. 219-235 (1999), herein incorporated by reference), SEQ ID 
NO: 50, UR-like polypeptide is expected to have two poly-Ig receptor domains. The 
domains corresponding to SEQ ID NO: 53-54 are as follows wherein A=Alanine, 
20 C=Cysteine, D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, G=Glycine, 
H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, N=Asparagine ? 
P=Proline, Q=Glutamine, R=Arginine, S=Serine, T=Threonine, V=Valine, 
W=Tryptophan, Y=Tyrosine: 

Poly Immunoglobulin receptor domain 
25 rTOHPGDLTFTVTI^^TADDAGKYRCG 

designated as (SEQ ID NO: 53) p-value of 4.504e-9, DM01688B 2 (identification 
number correlating to signature); located at residues 85-132 of SEQ ID NO: 50. 

Poly Immunoglobulin receptor domain 

MGAVGESI^VQCRYEEKYKTFNKTWCRQPCLPIWH^ 
30 designated as (SEQ ID NO: 54) p-value of 8.364e-9, DM01688J 2 (identification 

number correlating to signature); located at residues 32-68 of SEQ ID NO: 50. 
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The leukocyte immunoglobulin receptor-like polypeptide of SEQ ID NO: 66 is an 
approximately 777-amino acid protein with a predicted molecular mass of approximately 
87.8 kDa unglycosylated. Protein database searches with the BLASTP algorithm 
(Altschul S.F. et ah, J. Mol. Evol. 36:290-300.(1993) and Altschul S.F. .et al., J. Mol. 
"^5 Bi'el 2/i;W-Xo'(1990^j::e7^ that SEQ ID-NO: H56 is. m 

'•' ' honolbgous :o bman piutekc'gi^cproce::: V7-2 ur.d FeR-^cretein. " 

. " figure 14 shows -the J3LASTP ufiiino :^:d -sequence .align rcenrbelween -the 
protein encoded by SEQ ID NO: 65 (i .e. SEQ ID NO: 66) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "LIR-like") and human platelet glycoprotein 
10 VI-2 protein (Ezumi et al, (2000) Biochem. Biophys. Res. Commun. 277, 27-36) SEQ ID 
NO: 75, indicating that the two sequences share 50% similarity over residues 1-219 of 
SEQ ID NO: 66, and 37% identity over the same residues 1-219 of SEQ ID NO: 66. 

Figure 15 shows the BLASTP amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 65 (i.e. SEQ ID NO: 66) leukocyte immunoglobulin 
15 receptor-like polypeptide (also identified as "IJDR-like") and human FcR-II protein 

(Patent Application No. WO9831806), SEQ ID NO: 76, indicating that the two sequences 
share 51% similarity over residues 27-262 of SEQ ID NO: 66 and 37% identity over the 
same amino acid residues 27-262 of SEQ ID NO: 66. 

A predicted approximately sixteen-residue signal peptide is encoded from 
20 approximately residue 1 through residue 16 of SEQ ID NO: 66 (SEQ ID NO: 71). The 
extracellular portion is useful on its own. This can be confirmed by expression in 
mammalian cells and sequencing of the cleaved product. The signal peptide region was 
predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
157, pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 
25 recognize that the actual cleavage site may be different than that predicted by the 

computer program. SEQ ID NO: 72 is the peptide resulting when the predicted signal 
peptide is removed from SEQ ID NO: 66. 

A predicted approximately twenty four-residue transmembrane region is encoded 
from approximately residue 231 through residue 254 of SEQ ID NO: 66 (SEQ ID NO: 
30 73). The transmembrane portion may be useful on its own. The transmembrane region 
was predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
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157, pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 
recognize that the actual cleavage site may be different than that predicted by the 
computer program- 
Using eMATRIX software package (Stanford University, Stanford, CA) (Wu et 
7 5 ~aI : ."J,^Gon:p. .Biol" vol. 6, jtp. 21-9-235 (1999X herein incoiporated~by feference^rSEQ'P" - 
- • ";-^Q: 66. L^ife;po!ypept;!ie isix : pec:eci : t0 haye three.po:y%recdprprvdo^ The 
- • " contains corresponding ce SEQ ID NO;" 65 - 70 are .as follows therein A= Alanine. 
C=Cysteine, D=Aspartic Acid, E= Glutamic Acid, F=Phenyl alanine, G=Glycine, 
H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, N=Asparagine, 
10 P=Proline, Q=Glutamine, R^Arginine, S=Serine, T=Threonine, V=Valine, 
W=Tryptophan, Y=Tyrosine: 

Receptor cell NK glycoprotein immunoglobulin 
GSLPKPSI^AWPSSVWANSNVTL^^ 

designated as (SEQ ID NO: 68) p-value of 6.625e-10, PD01652A (identification 
15 number correlating to signature); located at residues 24 - 59 of SEQ ID NO: 66. 
Receptor cell NK glycoprotein immunoglobulin 
CVGQGDTRGDGSLPKPSl^AWPSSVyP^ 

GGI 

designated as (SEQ ID NO: 69) p-value of 1.836e-9, PD01652B (identification 
20 number correlating to signature); located at residues 14 - 65 of SEQ ID NO: 66. 
RSDVIJLLLVTGHLSKPFLRTYQRGTV^ 

LK 

designated as (SEQ ID NO: 70) p-value of 4.021e-9, PD01652B (identification 
number correlating to signature); located at residues 111-162. 
25 The sequences of the present invention are expected to have both membrane 

bound and soluble UR-like activity. 

The polypeptides and polynucleotides of the invention can be utilized, for example, 
as part of methods for the prevention and/or treatment of disorders mediated by loss or 
overexpression of LIR-like polypeptide. Such disorders include, psoriasis, multiple 
30 sclerosis, rheumatoid arthritis, systemic lupus erythematosus and inflammatory bowel 
disease among others. The polypeptides of the inventions could also be used to treat 
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bone marrow transplant patients to inhibit graft versus host disease. The polypeptides 
and polynucleotides may also be used to boost the killer cell and cytolytic activity of 
leukocytes of human immune deficiency disease patients. 

; 5~5:VpEYlSmQyS /, . , - .// /* 

fctms -a", "an" and ."the" incluce-p jural' r-fec^nce^untess-^ie context cleanly dictates , r 
otherwise. 

The term "active" refers to those forms of the polypeptide which retain the . 

10 biologic and/or immunologic activities of any naturally occurring polypeptide. According 
to the invention, the terms "biologically active" or "biological activity" refer to a protein 
or peptide having structural, regulatory or biochemical functions of a naturally occurring 
molecule. The term "LIR-Jike" refers to biological activity that is similar to the 
biological activity of a leukocyte immunoglobulin receptor. Likewise "biologically 

15 active" or "biological activity" refers to the capability of the natural, recombinant or 
synthetic LIR-like peptide, or any peptide thereof, to induce a specific biological 
response in appropriate animals or cells and to bind with specific antibodies. 

The term "activated cells" as used in this application are those cells which are 
engaged in extracellular or intracellular membrane trafficking, including the export of 

20 secretory or enzymatic molecules as part of a normal or disease process. 

The terms "complementary" or "complementarity" refer to the natural binding of 
polynucleotides by base pairing. For example, the sequence 5'-AGT-3' binds to the 
complementary sequence 3'-TCA-5\ Complementarity between two single-stranded 
molecules may be "partial" such that oniy some of the nucleic acids bind or it may be 

25 "complete" such that total complementarity exists between the single stranded molecules. 
The degree of complementarity between the nucleic acid strands has significant effects on 
the efficiency and strength of the hybridization between the nucleic acid strands. 

The term "embryonic stem cells (ES)" refers to a cell that can give rise to many 
differentiated cell types in an embryo or an adult, including the germ cells. The term 

30 "germ line stem cells (GSCs)" refers to stem cells derived from primordial stem cells that 
provide a steady and continuous source of germ cells for the production of gametes. The 
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term "primordial germ cells (PGCs)" refers to a small population of cells set aside from 
other cell lineages particularly from the yolk sac, mesenteries, or gonadal ridges during 
embryogenesis that have the potential to differentiate into germ cells and other cells. 
PGCs are the source from which GSCs and ES cells are derived The PGCs, the GSCs 
3 And the ES cells" are capable-of self-renewal.' Thus these^elG nc^oMy'pQpulatejiip' germ 
' - \ ..-line and gh;e rise :6/a plurality or :ermir,ally:Gf^ ztiukx 
_ specialized or.2ar.o, but are -able-to regeri^ra:e.then:se^ : es. - 

The term "expression modulating fragment," EMF, nieans a series of nucleotides 
which modulates the expression of an operably linked ORF or another EMF. 

10 As used herein, a sequence is said to "modulate the expression of an operably 

linked sequence" when the expression of the sequence is altered by the presence of the 
EMF. EMFs include, but are not limited to, promoters, and promoter modulating 
sequences (inducible elements). One class of EMFs is nucleic acid fragments which 
induce the expression of an operably linked ORF in response to a specific regulatory 

15 factor or physiological event. 

The terms "nucleotide sequence" or "nucleic acid" or "polynucleotide" or 
"oligonculeotide" are used interchangeably and refer to a heteropolymer of nucleotides or 
the sequence of these nucleotides. These phrases also refer to DNA or RNA of genomic 
or synthetic origin which may be single-stranded or double-stranded and may represent 

20 the sense or the antisense strand, to peptide nucleic acid (PNA) or to any DNA-like or 
RNA-like material. In the sequences, A is adenine, C is cytosine, G is guanine and T is 
thymine while N is A, C, G, or T (U). It is contemplated that where the polynucleotide is 
RNA, the T (thymine) in the sequence may be replaced with U (uracil). Generally, 
nucleic acid segments provided by this invention may be assembled from fragments of 

25 the genome and short oligonucleotide linkers, or from a series of oligonucleotides, or 

from individual nucleotides, to provide a synthetic nucleic acid which is capable of being 
expressed in a recombinant transcriptional unit comprising regulatory elements derived 
from a microbial or viral operon, or a eukaryotic gene. 

The terms "oligonucleotide fragment" or a "polynucleotide fragment", "portion," 

30 or "segment" or "probe" or "primer" are used interchangeably and refer to a sequence of 
nucleotide residues which are at least about 5 nucleotides, more preferably at least about 
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7 nucleotides, more preferably at least about 9 nucleotides, more preferably at least about 

1 1 nucleotides and most preferably at least about 17 nucleotides. The fragment is 

preferably less than about 500 nucleotides, preferably less than about 200 nucleotides, 

more preferably less than about 100 nucleotides, more preferably less than about 50 

3 "nucleotides. and-.rr.ost preferably .less than ^nucleotides. Preferably the probe is from 

' • abour6 nuc^eM^ • 

.• - 

• . . " nucleotide's, ricre rrefersbly'froai about-17 :o 30nuCleoddesandmostrpreferabU/:rf.ni 
about 20 to 25 nucleotides. Preferably the fragments can be used in polymerase chain 
reaction (PCR), various hybridization procedures or microarray procedures to identify or 

10 amplify identical or related parts of mRNA or DNA molecules. A fragment or segment 
may uniquely identify each polynucleotide sequence of the present invention. Preferably 
the fragment comprises a sequence substantially similar to a portion of SEQ ID NO: 1-2, 
4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67. 

Probes may, for example, be used to determine whether specific mRNA 

15 molecules are present in a cell or tissue or to isolate similar nucleic acid sequences from 
chromosomal DNA as described by Walsh et al. (Walsh, P.S. et aL, 1992, PCR Methods 
Appl 1:241-250). They may be labeled by nick translation, Klenow fill-in reaction, PCR, 
or other methods well known in the art. Probes of the present invention, their preparation 
and/or labeling are elaborated in Sambrook, J. et al., 1989, Molecular Cloning: A 

20 Laboratory Manual, Cold Spring Harbor Laboratory, NY; or Ausubel, F.M. et al., 1989, 
Current Protocols in Molecular Biology, John Wiley & Sons, New York NY, both of 
which are incorporated herein by reference in their entirety. 

.The nucleic acid sequences of the present invention also include the sequence 
information from any of the nucleic acid sequences of SEQ ID NO: 1-2, 4-5, 7, 16-18, 

25 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67. The sequence information can be a 
segment of SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, 
or 67 that uniquely identifies or represents the sequence information of SEQ ID NO: 1-2, 
4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67. One such segment 
can be a twenty-mer nucleic acid sequence because the probability that a twenty-mer is 

30 fully matched in the human genome is 1 in 300. In the human genome, there are three 
billion base pairs in one set of chromosomes. Because 4 20 possible twenty-mers exist, 
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there are 300 times more twenty-mers than there are base pairs in a set of human 
chromosome. Using the same analysis, the probability for a seventeen-mer to be fully 
matched in the human genome is approximately 1 in 5. When these segments are used in 
arrays for expression studies, fifteen-mer segments can be used. The probability that the 

~ -fSftedn-rner.is ft»IJy.mateKpiin the expressed sequences is.alse approximately <>vt in-five ■ : 
-because expressed jequfenoes. comprise. les^ awe: approxirjjafafiy 59 of :he. entire genome 

• ; seqyeree. . " • _ . . '• "... " j . ' ' ■ ' 

Similarly, when using sequence information for detecting a single mismatch* a ■ 
segment can be a twenty-five men The probability that the twenty-five mer would appear in 

10 a human genome with a single mismatch is calculated by multiplying the probability for a 
full match (l-J-4 25 ) times the increased probability for mismatch at each nucleotide position 
(3 x 25). The probability that an eighteen mer with a single mismatch can be detected in an 
array for expression studies is approximately one in five. The probability that a twenty-mer 
with a single mismatch can be detected in a human genome is approximately one in five. 

15 The term "open reading frame," ORF, means a series of nucleotide triplets coding 

* for amino acids without any termination codons and is a sequence translatable into 
protein. 

The terms "operably linked" or "operably associated" refer to functionally related 
nucleic acid sequences. For example, a promoter is operably associated or operably 
20 linked with a coding sequence if the promoter controls the transcription of the coding 
sequence. While operably linked nucleic acid sequences can be contiguous and in the 
same reading frame, certain genetic elements e.g. repressor genes are not contiguously 
linked to the coding sequence but still control transcription/translation of the coding 
sequence. 

25 The term "pluripotent" refers to the capability of a cell to differentiate into a 

number of differentiated cell types that are present in an adult organism. A pluripotent 
cell is restricted in its differentiation capability in comparison to a totipotent cell. 

The terms "polypeptide" or "peptide" or "amino acid sequence" refer to an 
oligopeptide, peptide, polypeptide or protein sequence or fragment thereof and to 

30 naturally occurring or synthetic molecules. A polypeptide "fragment," "portion," or 

"segment" is a stretch of amino acid residues of at least about 5 amino acids, preferably at 
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least about 7 amino acids, more preferably at least about 9 amino acids and most 
preferably at least about 17 or more amino acids. The peptide preferably is not greater 
than about 200 amino acids, more preferably less than 150 amino acids and most 
preferably less than 100 amino acids. Preferably the peptide is from about 5 to about 200 

T57V .amino -acids. To-be active, any polypeptide .must have suff.cient length tp-display . * 
" biological cineL'of imjfnunclogicai .activity. ' ■ . ■ ^ - 

• cells that have not been genetically engineered and specifically contemplates various 
polypeptides arising from post-translational modifications of the polypeptide including, 
10 but not limited to, acetylation, carboxylation, glycosylation, phosphorylation, lipidation 
and acylation. 

The term "translated protein coding portion" means a sequence which encodes for 
the full length protein which may include any leader sequence or a processing sequence. 
The term "mature protein coding sequence" refers to a sequence which encodes a 

15 peptide or protein without any leader/signal sequence. The "mature protein portion" 

refers to that portion of the protein without the leader/signal sequence. The peptide may 
have the leader sequences removed during processing in the cell or the protein may have 
been produced synthetically or using a polynucleotide only encoding for the mature 
protein coding sequence. It is contemplated that the mature protein portion may or may 

20 not include an initial methionine residue. The initial methionine is often removed during 
processing of the peptide. 

The term "derivative" refers to polypeptides chemically modified by such 
techniques as ubiquitination, labeling (e.g., with radionuclides or various enzymes), 
covalent polymer attachment such as pegylation (derivatization with polyethylene glycol) 

25 and insertion or substitution by chemical synthesis of amino acids such as ornithine, 
which do not normally occur in human proteins. 

The term "variant n (or "analog") refers to any polypeptide differing from naturally 
occurring polypeptides by amino acid insertions, deletions, and substitutions, created 
using, e g. y recombinant DNA techniques. Guidance in determining which amino acid 

30 residues may be replaced, added or deleted without abolishing activities of interest, may 
be found by comparing the sequence of the particular polypeptide with that of 

29 



WO 02/066600 



PCT/US01/49435 



homologous peptides and minimizing the number of amino acid sequence changes made 
in regions of high homology (conserved regions) or by replacing amino acids with 
consensus sequence. 

Alternatively, recombinant variants encoding these same or similar polypeptides . 

* 5 " "may be "synthesized Or selected by -making use of the "redundancy; in -the genetic~code.- ' 

* '", ' Vjanevs wdcTL-Subsn^dpns, scsh .as >ne s^mcr.anges which produce Varrous-rarriction : 
sites, rruty be introduced "..d optimire cloair.g into aplasmid or viral vector or expression . - . 
in a particular prokaryotic or eukaryotic system. Mutations in the polynucleotide - 
sequence may be reflected in the polypeptide or domains of other peptides added to the 

10 polypeptide to modify the properties of any part of the polypeptide, to change 
characteristics such as ligand-binding affinities, interchain affinities, or 
degradation/turnover rate. 

Preferably, amino acid "substitutions" are the result of replacing one amino acid 
with another amino acid having similar structural and/or chemical properties, Le., 

15 conservative amino acid replacements. "Conservative" amino acid substitutions may be 
made on the basis of similarity in polarity, charge, solubility, hydrophobicity, 
hydrophilicity, and/or the amphipathic nature of the residues involved. For example, 
nonpolar (hydrophobic) amino acids include alanine, leucine, isoleucine, valine, proline, 
phenylalanine, tryptophan, and methionine; polar neutral amino acids include glycine, 

20 serine, threonine, cysteine, tyrosine, asparagine, and glutamine; positively charged (basic) 
amino acids include arginine, lysine, and histidine; and negatively charged (acidic) amino 
acids include aspartic acid and glutamic acid. "Insertions" or "deletions" are preferably 
in the range of about 1 to 20 amino acids, more preferably 1 to 10 amino acids. The 
variation allowed may be experimentally determined by systematically making insertions, 

25 deletions, or substitutions of amino acids in a polypeptide molecule using recombinant 
DNA techniques and assaying the resulting recombinant variants for activity. 

Alternatively, where alteration of function is desired, insertions, deletions or non- 
conservative alterations can be engineered to produce altered polypeptides. Such 
alterations can, for example, alter one or more of the biological functions or biochemical 

30 characteristics of the polypeptides of the invention. For example, such alterations may 
change polypeptide characteristics such as ligand-binding affinities, interchain affinities, 
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or degradation/turnover rate. Further, such alterations can be selected so as to generate 
polypeptides that are better suited for expression, scale up and the like in the host cells 
chosen for expression. For example, cysteine residues can be deleted or substituted with 
another amino acid residue in order to eliminate disulfide bridges. 

~T7 . The ; teirns^punfiell M or "substantially purified" as usecLKerein denotes that -the 

* " uftd&uecu?ue^ absence pf-oifeer 

- . :-bic;e*i.ca| n>acrc>rr t elecu:es. pol>7iUc:eetides.ppte:ns..'ar : d ihe like". In ore 

embodiment, the polynucleotide or polypeptide is purified such chat it constitutes at least 
95% by weight, more preferably at least 99% by weight, of the indicated biological 

10 macromolecules present (but water, buffers, and other small molecules, especially 
molecules having a molecular weight of less than 1000 daltons, can be present). 

The term "isolated" as used herein refers to a nucleic acid or polypeptide 
separated from at least one other component (e.g., nucleic acid or polypeptide) present 
with the nucleic acid or polypeptide in its natural source. In one embodiment, the nucleic 

15 acid or polypeptide is found in the presence of (if anything) only a solvent, buffer, ion, or 
other components normally present in a solution of the same. The terms "isolated" and 
"purified" do not encompass nucleic acids or polypeptides present in their natural source. 

The term "recombinant," when used herein to refer to a polypeptide or protein, 
means that a polypeptide or protein is derived from recombinant (e.g., microbial, insect, 

20 or mammalian) expression systems. . "Microbial" refers to recombinant polypeptides or 
proteins made in bacterial or fungal (e.g., yeast) expression systems. As a product, 
"recombinant microbial" defines a polypeptide or protein essentially free of native 
endogenous substances and unaccompanied by associated native glycosylation. 
Polypeptides or proteins expressed in most bacterial cultures, e.g., E. colU will be free of 

25 glycosylation modifications; polypeptides or proteins expressed in yeast will have a 
glycosylation pattern in general different from those expressed in mammalian cells. 

The term "recombinant expression vehicle or vector" refers to a plasmid or phage 
or virus or vector, for expressing a polypeptide from a DNA (RNA) sequence. An 
expression vehicle can comprise a transcriptional unit comprising an assembly of (1) a 

30 genetic element or elements having a regulatory role in gene expression, for example, 
promoters or enhancers, (2) a structural or coding sequence which is transcribed into 
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mRNA and translated into protein, and (3) appropriate transcription initiation and 
termination sequences. Structural units intended for use in yeast or eukaryotic expression 
systems preferably include a leader sequence enabling extracellular secretion of 
translated protein by a host cell. Alternatively, where recombinant protein is expressed 

~o ?,vfehQUt a-leader or transport sequence.-it may include an amjno terminal methionine- - - 
' resided ^:$iresidu^may '* * 

■ ;re.cor^binanc^ro.tein ; ce prov.ide^a i;narproDJcr. . . 

The term "recombinant expression system" means host cells which have stably 
integrated a recombinant transcriptional unit into chromosomal DNA or carry the 

10 recombinant transcriptional unit extrachromosomally. Recombinant expression systems 
as defined herein will express heterologous polypeptides or proteins upon induction of 
the regulatory elements linked to the DNA segment or synthetic gene to be expressed. 
This term also means host cells which have stably integrated a recombinant genetic 
element or elements having a regulatory role in gene expression, for example, promoters 

15 or enhancers. Recombinant expression systems as defined herein will express 

- polypeptides or proteins endogenous to the cell upon induction of the regulatory elements 
linked to the endogenous DNA segment or gene to be expressed. The cells pan be 
prokaryotic or eukaryotic. 

The term "secreted" includes a protein that is transported across or through a 

20 membrane, including transport as a result of signal sequences in its amino acid sequence 
when it is expressed in a suitable host cell. "Secreted" proteins include without limitation 
proteins secreted wholly {e.g., soluble proteins) or partially (e.g., receptors) from the cell 
in which they are expressed. "Secreted" proteins also include without limitation proteins 
that are transported across the membrane of the endoplasmic reticulum. "Secreted" 

25 proteins are also intended to include proteins containing non-typical signal sequences 
(e.g. Interleukin-1 Beta, see Krasney, P.A. and Young, P.R. (1992) Cytokine 4(2):134 - 
143) and factors released from damaged cells (e.g. Interleukin-1 Receptor Antagonist, see 
Arend, W.P. et al (1998) Annu. Rev. Immunol. 16:27-55) 

Where desired, an expression vector may be designed to contain a "signal or 

30 leader sequence" which will direct the polypeptide through the membrane of a cell. Such 
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a sequence may be naturally present on the polypeptides of the present invention or 
provided from heterologous protein sources by recombinant DNA techniques. 

The term "stringent" is used to refer to conditions that are commonly understood 
in the art as stringent. Stringent conditions can include highly stringent conditions (i.e., 
„5 . hybridization to .'E lte£bduM M NaHPO.u J7c sodium d'odecyl sulfate^SDS). 

I xiiNI EDTA-at'o^'C. and waihing ip/0;.l?C S5G/0. j.-c SBS ^S : C\ and^oceraeiv 
siringeni ccndiuon* ti.e^vvai^ing^ri^X SSCO.i VSDS at 4/2 c C\X>:her exemplar/ 
hybridization conditions aire described herein in the examples. 

In instances of hybridization of deoxyoligonucleotides, additional exemplary 
10 stringent hybridization conditions include washing in 6X SSC/0.05% sodium 
pyrophosphate at 37°C (for 14-base oligonucleotides), 48°C (for 17-basQ , 
oligonucleotides), 55°C (for 20-base oligonucleotides), and 60°C (for 23-base 
oligonucleotides). 

As used herein, "substantially equivalent" can refer both to nucleotide and amino 

15 acid sequences, for example a mutant sequence, that varies from a reference sequence by 
one or more substitutions, deletions, or additions, the fiet effect of which does not result 
in an 'adverse functional dissimilarity between the reference and subject sequences. 
Typically, such a substantially equivalent sequence varies from one of those listed herein 
by no more than about 35% (z.e., the number of individual residue substitutions, 

20 additions, and/or deletions in a substantially equivalent sequence, as compared to the 
corresponding reference sequence, divided by the total number of residues in the 
substantially equivalent sequence is about 0.35 or less). Such a sequence is said to have 
65% sequence identity to the listed sequence. In one embodiment, a substantially 
equivalent, e.g., mutant, sequence of the invention varies from a listed sequence by no 

25 more than 30% (70% sequence identity); in a variation of this embodiment, by no more 
than 25% (75% sequence identity); and in a further variation of this embodiment, by no 
more than 20% (80% sequence identity) and in a further variation of this embodiment, by 
no more than 10% (90% sequence identity) and in a further variation of this embodiment, 
. by no more that 5% (95% sequence identity). Substantially equivalent, e.g., mutant, 

30 amino acid sequences according to the invention preferably have at least 80% sequence 
identity with a listed amino acid sequence, more preferably at least 90% sequence 
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identity. Substantially equivalent nucleotide sequence of the invention can have lower 
percent sequence identities, taking into account, for example, the redundancy or 
degeneracy of the genetic code. Preferably, nucleotide sequence has at least about 65% 
identity, more preferably at least about 75% identity, and most preferably at least about 
.5 "95^1defit:ty. For the .purposes of the present invention: sequences havingsubstantially 

• ' . squjvaienc Sieiogieai activj-ry .and ^ characterises ar? * * 

-considered subsuntially equivalent. \EOr -the purposes of detcmining ecuivaldnce, . * 
truncation of the mature sequence {e.g., via a mutation which creates a spurious stop 
codon) should be disregarded. Sequence identity may be determined, e.g., using the 

10 Jotun Hein method (Hein, J. (1990) Methods EnzymoL 183:626-645). Identity between 
sequences can also be determined by other methods known in the art, e.g. by varying 
hybridization conditions. 

The term totipotent" refers to the capability of a cell to differentiate into all of 
the cell types of an adult organism. 

15 The term "transformation" means introducing DNA into a suitable host cell so 

that the DNA is replicable, either as an extrachromosomal element, or by chromosomal 
integration. The term "transfection" refers to the taking up of an expression vector by a 
suitable host cell, whether or not any coding sequences are in fact expressed. The term 
"infection" refers to the introduction of nucleic acids into a suitable host cell by use of a 

20 virus or viral vector. 

As used herein, an "uptake modulating fragment," UMF, means a series of 
nucleotides which mediate the uptake of a linked DNA fragment into a cell. UMFs can 
be readily identified using known UMFs as a target sequence or target motif with the 
computer-based systems described below. The presence and activity of a UMF can be 

25 confirmed by attaching the suspected UMF to a marker sequence. The resulting nucleic 
acid molecule is then incubated with an appropriate host under appropriate conditions and 
the uptake of the marker sequence is determined. As described above, a UMF will 
increase the frequency of uptake of a linked marker sequence. 

Each of the above terms is meant to encompass all that is described for each, 

30 unless the context dictates otherwise. 
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5.2 NUCLEIC ACIDS OF THE INVENTION 

The invention is based on the discovery of a novel secreted IIR-like polypeptide, 
the polynucleotides encoding the IIR-like polypeptide and the use of these compositions 
for the diagnosis, treatment or prevention of neurological conditions and disorders. 
-5 _ - - -The isolated polynucleotides of the invention include, but ar?.not limited to a 

. peT^TrcCleyri^ 1-14-5. 7. ' • 

- 16t1S..:0-21. :-3'. 5546 f -33-39.4'i- 47V49. 5i:63-65. or.6 r : ^fragment of SEQ-flJ-NO: 1-. 
2, 4-5, 7, 16-18, 20-21, 23/35-36, 38-39, 41, 47-49, 51, 63-65, or 67; a polynucleotide 
comprising the full length protein coding sequence of SEQ ID NO: 2, 5, 18, 21, 36, 39, 
10 49, or 65 (for example SEQ ID NO: 3, 6, 19, 22, 37, 40, 50, or 66); and a polynucleotide 
comprising the nucleotide sequence encoding the mature protein coding sequence of the 
polynucleotides of any one of SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 2S, 35-36, 38-39, 
41, 47-49, 51, 63-65, or 67. The polynucleotides of the present invention also include, 
but are not limited to, a polynucleotide that hybridizes under stringent conditions to (a) 
15 the complement of any of the nucleotides sequences of the SEQ ID NO: 1-2, 4-5, 7, 16- 

18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67; (b) a polynucleotide encoding 
any one of the polypeptides of SEQ ED NO: 3, 6, 8-13, 19, 22, 24-28; 33-34, 37, 40, 42- 
45, 50, 52-58, 66, or 68-74 (c) a polynucleotide which is an allelic variant of any 
polynucleotides recited above; (d) a polynucleotide which encodes a species homolog of 

20 any of the proteins recited above; or (e) a polynucleotide that encodes a polypeptide 

comprising a specific domain or truncation of the polypeptides of SEQ ID NO: 3, 6, 8-13, 

19, 22, 24-28, 33-34, 37, 40, 42-45, 50 52-58, 66, or 68-74. Domains of interest may 
depend on the nature of the encoded polypeptide; e.g., domains in receptor-like 
polypeptides include ligand-binding, extracellular, transmembrane, or cytoplasmic 

25 domains, or combinations thereof; domains in immunoglobulin-like proteins include the 
variable immunoglobulin-like domains; domains in enzyme-like polypeptides include 
catalytic and substrate binding domains; and domains in ligand polypeptides include 
receptor-binding domains. 

The polynucleotides of the invention include naturally occulting or wholly or 

30 partially synthetic DNA, e.g., cDNA and genomic DNA, and RNA, e.g., mRNA. The 
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polynucleotides may include all of the coding region of the cDNA or may represent a. 

portion of the coding region of the cDNA. 

' The present invention also provides genes corresponding to the cDNA sequences 

disclosed herein. The corresponding genes can be isolated in accordance with known 
*3~ lnethod$jjsm " . 

. • -prebanitipn-Of^ " 

and/er amplification of ger.es in ^ppr&jrr>ie-ger.wr? , ic4ibraSes cr -other sources of-genornic - . 

materials. Further 5* and 3' sequence can be obtained using methods known in the art For 

example, full length cDNA or genomic DNA that corresponds to any of the polynucleotides 
10 oftheSEQIDNO: 1-2,4-5,7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 

can be obtained by screening appropriate cDNA or genomic DNA libraries under suitable 

hybridization conditions using any of the polynucleotides of the SEQ ID NO: 1-2, 4-5, 7, 

16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 or a portion thereof as a probe. 

Alternatively, the polynucleotides of the SEQ ID NO: SEQ ID NO: 1-2, 4-5, 7, 16-18, 20- 
15 21, 23, 35-36, 38-39, 41, 47-49, 51 , 63-65, or 67 may be used as the basis for suitable 

primer(s) that allow identification and/or amplification of genes in appropriate genomic 

DNA or cDNA libraries. 

The nucleic acid sequences of the invention can be assembled from ESTs and 

sequences (including cDNA and genomic sequences) obtained from one or more public 
20 databases, such as dbEST, gbpri, and UniGene. The EST sequences can provide identifying 

sequence information, representative fragment or segment information, or novel segment 

information for the full-length gene. 

The polynucleotides of the invention also provide polynucleotides including 

nucleotide sequences that are substantially equivalent to the polynucleotides recited 
25 above. Polynucleotides according to the invention can have, e.g., at least about 65%, at 

least about 70%, at least about 75%, at least about 80%, at least about 85%, at least about 

90%, at least about 95%, more typically at least about 98% or most typically at least 

about 99% sequence identity to a polynucleotide recited above. 

Included within the scope of the nucleic acid sequences of the invention are 
30 nucleic acid sequence fragments that hybridize under stringent conditions to any of the 

nucleotide sequences of the SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 
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47-49, 51 , 63-65, or 67, or complements thereof, which fragment is greater than about 5 
nucleotides, preferably 7 nucleotides, more preferably greater than 9 nucleotides and 
most preferably greater than 17 nucleotides. Fragments of, e.g. 15, 17, or 20 nucleotides 
or more that are selective for (i.e. specifically hybridize to any one of the polynucleotides 

o oTtKe inventiohV'are-cpntemplated /Probes .capable of specifically hybridizing to a 

p<rt>?:urieeti£e .can dirTerenuafe;polynucIecuaa sesuer.css oPihe-inver^icn from r-her „ '. 
. polvTiucieodcie -sequences in the same -r^fiily .of genes or-can £:-5:erentiate human ge7.es 
from genes of other species, and are preferably based on unique nucleotide sequences. 
The sequences falling within the scope of the present invention are not limited to 

10 these specific sequences, but also include allelic and species variations thereof. Allelic and 
species variations can be routinely determined by comparing the sequence provided in SEQ 
ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67, a 
representative fragment thereof, or a nucleotide sequence at least 90% identical, preferably 
95% identical, to SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63- 

15 65, or 67 with a sequence from another isolate of the same species. Furthermore, to 

accommodate codon variability, the invention includes nucleic acid molecules coding for 
the same amino acid sequences as do the specific ORFs disclosed herein. In other words, in 
the coding region of an ORE, substitution of one codon for another codon that encodes the 
sartle amino acid is expressly contemplated 

20 The nearest neighbor result for the nucleic acids of the present invention, including 

SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67, can be 
obtained by searching a database using an algorithm or a program. Preferably, a BLAST 
which stands for Basic Local Alignment Search Tool is used to search for local sequence 
alignments (Altshul, SJF. J MoL Evol. 36 290-300 (1993) and Altschul S.F. et al. J. Mol. 

25 Biol. 21:403-410 (1990)) 

Species homologs (or orthologs) of the disclosed polynucleotides and proteins are 
also provided by the present invention. Species homologs may be isolated and identified 
by making suitable probes or primers from the sequences provided herein and screening a 
suitable nucleic acid source from the desired species. 

30 The invention also encompasses allelic variants of the disclosed polynucleotides 

or proteins; that is, naturally-occurring alternative foims of the isolated polynucleotide 

37 



4 



WO 02/066600 



PCT/US01/49435 



which also encode proteins which are identical, homologous or related to that encoded by 
the polynucleotides. 

The nucleic acid sequences of the invention are further directed to sequences 
which encode variants of the described nucleic acids. These amino acid sequence 

■5 variants rnayJbe preparedly rnefo^ " -.' ■ 

• "nucleotide sharrgesMneo a native or. variant ?<3y5ucie@udsf." T-here fc'lpib variables nh the . 
^construction of 'amino acid sequence -variants: rhe^c^a::or/ot^;he*rnu:at:6n-and'the nature, 
of the mutation. Nucleic acids encoding the amino acid sequence variants are preferably 
constructed by mutating the polynucleotide to encode an amino acid sequence that does 

10 not occur in nature. These nucleic acid alterations can be made at sites that differ in the 
nucleic acids from different species (variable positions) or in highly conserved regions 
(constant regions). Sites at such locations will typically be modified in series, e.g., by 
substituting first with conservative choices (e.g.; hydrophobic amino acid to a different 
hydrophobic amino acid) and then with more distant choices (e.g., hydrophobic amino 

15 acid to a charged amino acid), and then deletions or insertions may be made at the target 
site. Amino acid sequence deletions generally range from about 1 to 30 residues, 
preferably about 1 to 10 residues, and are typically contiguous. Amino acid insertions 
include amino- and/or carboxyl-terminal fusions ranging in length from one to one 
hundred or more residues, as well as intrasequence insertions of single or multiple amino 

20 acid residues. Intrasequence insertions may range generally from about 1 to 10 amino 
residues, preferably from 1 to 5 residues. Examples of terminal insertions include the 
heterologous signal sequences necessary for secretion or for intracellular targeting in 
different host cells and sequences such as FLAG or poly-histidine sequences useful for 
purifying the expressed protein. 

25 In a preferred method, polynucleotides encoding the novel amino acid sequences 

are changed via site-directed mutagenesis. This method uses oligonucleotide sequences 
to alter a polynucleotide to encode the desired amino acid variant, as well as sufficient 
adjacent nucleotides on both sides of the changed amino acid to form a stable duplex on 
either side of the site being changed. In general, the techniques of site-directed 

30 mutagenesis are well known to those of skill in the art and this technique is exemplified 
by publications such as, Edelman et al„ DNA 2:183 (1983). A versatile and efficient 
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method for producing site-specific changes in a polynucleotide sequence was published 
by Zoller and Smith, Nucleic Acids Res. 10:6487-6500 (1982). PCR may also be used to 
create amino acid sequence variants of the novel nucleic acids. When small amounts of 
■ template DNA are used as starting material,, primer(s) that differs slightly in sequence 

Ti - •TFornlhe corresponding -region *4n the/^phte.DNA^can^getierate the desired affirio~3cld . 
} : ..-variant.-. PGR tojiineadoif resuta in a population £:-pro&;et BN A*fragcente :hiic. differ.' 
• from-ihe peiynuc!eot:de i;emplate enccaink^he poXpe.ptide it the p£skion : specified--by 
the primer. The product DNA fragments replace the corresponding region in the plasmid 
and this gives a polynucleotide encoding the desired amino acid variant 

10 A further technique for generating amino acid variants is the cassette mutagenesis 

technique described in Wells et al., Gene 34:3 15 (1985); and other mutagenesis 
techniques well known in the art, such as, for example, the techniques in Sambrook et al., 
supra, and Current Protocols in Molecular Biology, Ausubel et al. Due to the inherent 
degeneracy of the genetic code, other DNA sequences which encode substantially the 

15 same or a functionally equivalent amino acid sequence may be used in the practice of the 
invention for the cloning and expression of these novel nucleic acids. Such DNA 
sequences include those which are capable, of hybridizing to the appropriate novel nucleic 
acid sequence under stringent conditions. 

Polynucleotides encoding preferred polypeptide truncations of the invention can 

20 be used to.generate polynucleotides encoding chimeric or fusion proteins comprising one 
or more domains of the invention and heterologous protein sequences. 

The polynucleotides of the invention additionally include the complement of any 
of the polynucleotides recited above. The polynucleotide can be DNA (genomic, cDNA, 
amplified, or synthetic) or RNA. Methods and algorithms for obtaining such 

25 polynucleotides are well known to those of skill in the art and can include, for example, 
methods for determining hybridization conditions that can routinely isolate 
polynucleotides of the desired sequence identities. 

Li accordance with the invention, polynucleotide sequences comprising the 
mature protein coding sequences corresponding to any one of SEQ ID NO: 3, 6, 8-13, 19, 

30 22, 24-28, 33-34, 37, 40, 42-45, 50, 52-58,66, or 68-74 or functional equivalents thereof, 
may be used to generate recombinant DNA molecules that direct the expression of that 
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nucleic acid, or a functional equivalent thereof, in appropriate host cells. Also-included 
are the cDNA inserts of any of the clones identified herein. 

A polynucleotide according to the invention can be joined to any of a variety of 
other nucleotide sequences by well-established recombinant DNA techniques (see 

^"Sambrook^^^^ • 
• "Lcb6ra£on^NYr. Useful nu.c'leetide sequences for joining tq?oI^ 
■ . •assortment .vecwrs. e.g. t -.plaSHiids. cosmids..larabda.phage derivatives, tfhageniids, 
the like, that are well known in the art. Accordingly, the invention also provides a vector 
including a polynucleotide of the invention and a host cell containing the polynucleotide. 
10 In general, the vector contains an origin of replication functional in at least one organism, 
convenient restriction endonuclease sites, and a selectable marker for the host cell. 
Vectors according to the invention include expression vectors, replication vectors, probe 
generation vectors, and sequencing vectors. A host cell according to the invention can be 
a prokaryotic or eukaryotic cell and can be a unicellular organism or part of a 
15 multicellular organism. 

The present invention further provides recombinant constructs comprising a 
nucleic acid having any of the nucleotide sequences of the SEQ ID NO: 1-2, 4-5, 7, 16- 
18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 or a fragment thereof or any 
other polynucleotides of the invention. In one embodiment, the recombinant constructs of 
20 the present invention comprise a vector, such as a plasmid or viral vector, into which a 
nucleic acid having any of the nucleotide sequences of the SEQ ID NO: 1-2, 4-5, 7, 16- 
18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 or a fragment thereof is inserted, 
in a forward or reverse orientation. In the case of a vector comprising one of the ORFs of 
the present invention, the vector may further comprise regulatory sequences, including 
25 for example, a promoter, operably linked to the ORF. Large numbers of suitable vectors 
and promoters are known to those of skill in the art and are commercially available for 
generating the recombinant constructs of the present invention. The following vectors 
are provided by way of example. Bacterial: pBs, phagescript, PsiX174, pBluescript SK, 
pBs KS, pNH8a, pNH16a, pNH18a, pNH46a (Stratagene); pTrc99A, pKK223-3, 
30 pKK233-3,pDR540,pRTT5 (Pharmacia). Eukaryotic: pWLneo, pS V2cat, pOG44, 
PXT1, pSG (Stratagene) pSVK3, pBPV, pMSG, pSVL (Pharmacia). 
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The isolated polynucleotide of the invention may be bperably linked to an 
expression control sequence such as the pMT2 or pED expression vectors disclosed in 
Kaufman et al., Nucleic Acids Res. 19, 4485-4490 (1991), in order to produce the protein 
recombinants. Many suitable expression control sequences are known in the art. 

. 5 'General methods of expressing recpnibinant proteins are-Mso^TTown arid^are exemplified ■ ' 

- '.' -*in-R.;K&urman/M^^ *A3 "defined herein ""• 

. '^perchi^-linked' 1 -means that ;heisolated.p'eiy^ucieoiideof 'Lhejr t ver.i:on and .an 
• expression control sequence are situated within a vector or cell in such a way that the 
protein is expressed by a host cell which has been transformed (transfected) with the 

10 ligated polynucleotide/expression control sequence. 

Promoter regions can be selected from any desired gene using CAT 
(chloramphenicol transferase) vectors or other vectors with selectable markers. Two 
appropriate vectors are pKK232-8 and pCM7. Particular named bacterial promoters 
include lad, lacZ, T3, T7, gpt, lambda PR, and trc. Eukaryotic promoters include CMV 

15 immediate early, HSV thymidine kinase, early and late SV40, LTRs from retrovirus, and 
mouse metallothionein-L Selection of the appropriate vector and promoter is well within 
the level of ordinary skill in the .art. Generally, recombinant expression vectors will 
include origins of replication and selectable markers permitting transformation of the host 
cell, e.g., the ampicillin resistance gene of E. coli and S. cerevisiae TRP1 gene, and a 

20 promoter derived from a highly expressed gene to direct transcription of a downstream 
structural sequence. Such promoters can be derived from operons encoding glycolytic 
enzymes such as 3-phosphoglycerate kinase (PGK)> a-f actor, acid phosphatase, or heat 
shock proteins, among others. The heterologous structural sequence is assembled in 
appropriate phase with translation initiation and termination sequences, and preferably, a 

25 leader sequence capable of directing secretion of translated protein into the periplasmic 
space or extracellular medium. Optionally, the heterologous sequence can encode a 
fusion protein including an amino terminal identification peptide imparting desired 
characteristics, e.g., stabilization or simplified purification of expressed recombinant 
product. Useful expression vectors for bacterial use are constructed by inserting a 

30 structural DNA sequence encoding a desired protein together with suitable translation 
initiation and termination signals in operable reading phase with a functional promoter. 
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The vector will comprise one or more phenotypic selectable markers and an origin of 
replication to ensure maintenance of the vector and to, if desirable, provide amplification 
within the host. Suitable prokaryotic hosts for transformation include E. coli, Bacillus 
subtilis. Salmonella typhimurium and various species within the genera Pseudomonas, 
5 StreptomyceSi and StapJrylococcu although others.may also be employed as a matter of •.. 

. ' chuios. " V -* * . * - -* • : -'•;* 

- • • As a reprssemative but non-!:mi ring example. ^sefui e.^pressiDn':veccors for . 

bacterial use can comprise a selectable marker and bacterial origin of replication derived 
from commercially available plasmids comprising genetic elements of the well known 

10 cloning vector pBR322 (ATCC 37017). Such commercial vectors include, for example, 
pKK223-3 (Pharmacia Fine Chemicals, Uppsala, Sweden) and GEM 1 (Promega 
Biotech, Madison, WI, USA). These pBR322 "backbone" sections are combined with an 
appropriate promoter and the structural sequence to be expressed. Following 
transformation of a suitable host strain and growth of the host strain to an appropriate cell 

15 density, the selected promoter is induced or derepressed by appropriate means (e.g., 
temperature shift or chemical induction) and cells are cultured for an additional period. 
Cells are typically harvested by centrifugation, disrupted by physical or chemical means, 
and the resulting crude extract retained for further purification. 

Polynucleotides of the invention can also be used to induce immune responses. 

20 For example, as described in Fan et al, Nat. Biotech. 17, 870-872 (1999), incorporated 
herein by reference, nucleic acid sequences encoding a polypeptide may be used to 
generate antibodies against the encoded polypeptide following topical administration of 
naked plasmid DNA or following injection, and preferably intramuscular injection of the 
DNA. The nucleic acid sequences are preferably inserted in a recombinant expression 

25 vector and may be in the form of naked DNA. 

5.2.1 ANTISENSE NUCLEIC ACIDS 

Another aspect of the invention pertains to isolated antisense nucleic acid 
molecules that can hybridize to, or are complementary to, the nucleic acid molecule 
30 comprising the IJR-like nucleotide sequence, or fragments, analogs or derivatives 
thereof. An "antisense" nucleic acid comprises a nucleotide sequence that is 
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complementary to a "sense" nucleic acid encoding a protein (e.g., complementary to the 
coding strand of a double-stranded cDNA molecule or complementary to an mRNA 
sequence). In specific aspects, antisense nucleic acid molecules are provided that 
comprise a sequence complementary to at least about 10. 25, 50. 100. 250 or 500 

5 nucleotides or.an entire LIRs ike -cqdfng. >trane^or soonly. a portion -thereof. -2Xucleic.acid 

. * • ;'^.qle>?;iies.er;Coding fragment's. ihernclogs. deriv.Liti.v.es v -and analogs e; an uIR-.'rkeor 
.. . rmdsense nucleic acitis coKipletner^ar- to an *LIR-;iker.v:cleic iC*:Js3c^er.Ge.-of ars ' - • 
additionally provided. 

In one embodiment, an antisense nucleic acid molecule is antisense to a "coding 

10 region" of the coding strand of a nucleotide sequence encoding an UR-like protein. The 
term "coding region" refers to the region of the nucleotide sequence comprising codons 
which are translated into amino acid residues. In another embodiment, the antisense 
nucleic acid molecule is antisense to a "conceding region" of the coding strand of a 
nucleotide sequence encoding the UR-like protein. The term "conceding region" refers 

15 to 5* and 3' sequences which flank the coding region that are not translated into amino 
acids (i.e., also referred to as 5' and 3' untranslated regions). 

Given the coding strand sequences encoding the UR-like protein disclosed 
herein, antisense nucleic acids of the invention can be designed according to the rules of 
Watson and Crick or Hoogsteen base pairing. The antisense nucleic acid molecule can be 

20 complementary to the entire coding region of UR-like mRNA, but more preferably is an 
oligonucleotide that is antisense to only a portion of the coding or noncoding region of 
UR-like mRNA. For example, the antisense oligonucleotide can be complementary to 
the region surrounding the translation start site of UR-like mRNA. An antisense 
oligonucleotide can be, for example, about 5, 10, 15, 20, 25, 30, 35, 40, 45, or 50 

25 nucleotides in length. An antisense nucleic acid of the invention can be constructed using 
chemical synthesis or enzymatic ligation reactions using procedures known in the art. 
For example, an antisense nucleic acid (e.g., an antisense oligonucleotide) can be 
chemically synthesized using naturally occurring nucleotides or variously modified 
nucleotides designed to increase the biological stability of the molecules or to increase 

30 the physical stability of the duplex formed between the antisense and sense nucleic acids 
(e.g., phosphorothioate derivatives and acridine substituted nucleotides can be used). 
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Examples of modified nucleotides that can be used to generate the antisense 
nucleic acid include: 5-fluorouracil t 5-bromouracil, 5-chlorouracil, 5-iodouracil, 
hypoxanthine, xanthine, 4-acetylcytosine, 5-(carboxyhydroxylmethyl) uracil, 5- 
carboxymethylaminomethyl-2-thiouridine, 5-carboxymethylaminomethyluracil, ■ 

■5 . ^ dlfrvdroar^Cil./reta^ 

frethy! guanine. J^etkyHhesine^-di^ 

J rnethMguanine ? p-mei;^ N:6^d$n:ne:7^e;hyVguarine. 5- . 

methylaminomethyluracil, 5-methoxyaminomethyl-2-thiouracil T beta-D- 
mannosylqueosine, 5 -methoxycarboxymethyluracil, 5-methoxyuracil, 2-methylthio-N6- 

10 isopentenyladenine, uracil-5-oxyacetic acid (v), wybutoxosine, pseudouracil, queosine, 2- 
thiocytosine, 5-methyl-2-thiouracil, 2-thiouracil, 4-thiouracil, 5-methyluracil, uracil-5- 
oxyacetic acid methylester, uracil-5-oxyacetic acid (v), 5-methyl-2-thiouracil, 3-(3- 
amino-3-N-2-carboxypropyl) uracil, (acp3)w, and 2,6-diaminopurine. Alternatively, the 
antisense nucleic acid can be produced biologically using an expression vector into which 

15 a nucleic acid has been subcloned in an antisense orientation (i.e., RNA transcribed from 
the inserted nucleic acid will be of an antisense orientation to a target nucleic acid of 
interest, described further in the following section). 

The antisense nucleic acid molecules of the invention are typically administered 
to a subject or generated in situ such that they hybridize with or bind to cellular mRNA 

20 and/or genomic DNA encoding an LIR-Uke protein to thereby inhibit expression of the 
protein (e.g., by inhibiting transcription arid/or translation). The hybridization can be by 
conventional nucleotide complementarity to form a stable duplex, or, for example, in the 
case of an antisense nucleic acid molecule that binds to DNA duplexes, through specific 
interactions in the major groove of the double helix. An example of a route of 

25 administration of antisense nucleic acid molecules of the invention includes direct 

injection at a tissue site. Alternatively, antisense nucleic acid molecules can be modified 
to target selected cells and then administered systemically. For example, for systemic 
administration, antisense molecules can be modified such that they specifically bind to 
receptors or antigens expressed on a selected cell surface (e.g., by linking the antisense 

30 nucleic acid molecules to peptides or antibodies that bind to cell surface receptors or 
antigens). The antisense nucleic acid molecules can also be delivered to cells using the 
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vectors described herein. To achieve sufficient nucleic acid molecules, vector constructs 
in which the antisense nucleic acid molecule is placed under the control of a strong pol II 
or pol DI promoter are preferred 

In yet another embodiment, the antisense nucleic acid molecule of the invention js 

■ 5 . ^n-eipha-unomeric-n^l^ic aeiAmotecule. An.aJpha-anpmeric.nticIeic aafdlr^»Ieei5e 
.fottS.*?Zci£c doubic-strance^.jbrids >vi:h cc?mplepe'ntary.^lNA'' in' : v;K:eh. ^o^crferi« 
-the-usu3l-Sphs^nits,-ihe strands ran par^Iel ic each ether. See.- e.g,. G.auiiie^.ve:^].. 
1987. Nucl. Acids Res. 15, 6625-6641. The antisense nucleic acid molecule can also 
comprise a 2 -o-methylribonucleotide (see, e.g., Inoue, et al. 1987. Nucl. Acids Res. 15, 

10 6131-6148) or a chimeric RNA-DNA analogue (see, e.g., Inoue, et al., 1987. EBBS Lett. 
215, 327-330). 

5.2.2 RIBOZYMES AND PNA MOIETIES 

Nucleic acid modifications include, by way of non-limiting example, modified . 

15 bases, and nucleic acids, whose sugar phosphate backbones are modified or derivatized. 
These modifications are carried out at least in part to enhance the chemical stability of the 
modified nucleic acid, such that they can be used, for example, as antisense binding 
nucleic acids in therapeutic applications in a subject. 

In one embodiment, an antisense nucleic acid of the invention is a ribozyme. 

20 Ribozymes are catalytic RNA molecules with ribonuclease activity that are capable of 
cleaving a single-stranded nucleic acid, such as an mRNA, to which they have a 
complementary region. Thus, ribozymes (e.g., hammerhead ribozymes as described in 
Haselhoff and Gerlach 1988. Natwe 334, 585-591) can be used to catalytically cleave 
IJR-like mRNA transcripts to thereby inhibit translation of UR-like mRNA. A 

25 ribozyme having specificity for an JJR-like-encoding nucleic acid can be designed based 
upon the nucleotide sequence of an IJR-like cDNA disclosed herein. For example, a 
derivative of a Tetrahymena L-19 IVS RNA can be constructed in which the nucleotide 
sequence of the active site is complementary to the nucleotide sequence to be cleaved in 
an UR-like-encoding mRNA. See, e.g., U.S. Patent 4,987,071 to Cech, et al. and U.S. 

30 Patent 5,1 16,742 to Cech, et al. UR-like mRNA can also be used to select a catalytic 
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RNA having a specific ribonuclease activity from a pool of RNA molecules. See, e.g.; 
Bartel et al., (1993) Science 261, 1411-1418. 

Alternatively, UR-like gene expression can be inhibited by targeting nucleotide 
sequences complementary to the regulatory region of the UR-like nucleic acid (e.g k , the 
'•-.5 "LEfc-rii^e pfomoter^ncL'or enhar.eers reform ^pleiielteaFstqic^s^haibitvesit . . 
. : ;?an5cr:?sijDn.of •he.;liR-iiJke.gene^ «urget cells;. .See,' ea 1 iHtMift«,.lfiS^/Ar-ticsmc.er. 
forces: 6_. ?69-S4: Jfefene.st 1992::\m.N.Y. A^a£:Sci. *^ 
Bioassays 14, "807-15. 

In various embodiments, the UR-like nucleic acids can be modified at the base 

10 moiety, sugar moiety or phosphate backbone to improve, e.g., the stability, hybridization, 
or solubility of the molecule. For example, the deoxyribose phosphate backbone of the 
nucleic adds can be modified to generate peptide nucleic acids. See, e.g., Hyrup, et al., 
1996. Bioorg Med Chem 4, 5-23. As used herein, the terms "peptide nucleic acids" or 
"PNAs" refer to nucleic acid mimics (e.g., DNA mimics) in which the deoxyribose 

15 phosphate backbone is replaced by a pseudopeptide backbone and only the four natural 
nucleobases are retained. The neutral backbone of PNAs has been shown to allow for 
specific hybridization to DNA and RNA under conditions of low ionic strength. The 
synthesis of PNA oligomers can be performed using standard solid phase peptide 
synthesis protocols as described in Hyrup, et al., 1996. supra; Peny-OKeefe, et al., 1996. 

20 Proc. Natl. Acad. Sci. USA 93, 14670-14675. 

PNAs of LIR-like can be used in therapeutic and diagnostic applications. For 
example, PNAs can be used as antisense or antigene agents for sequence-specific 
modulation of gene expression by, e.g., inducing transcription or translation arrest or 
inhibiting replication. PNAs of UR-like can also be used, for example, in the analysis of 

25 single base pair mutations in a gene (e.g., PNA directed PCR clamping; as artificial 
restriction enzymes when used in combination with other enzymes, e.g., SI nucleases 
(see, Hyrup, et al., 1996.supra); or as probes or primers for DNA sequence and 
hybridization (see, Hyrup, et al., 1996, supra; Perry-OKeefe, et al., 1996. supra). 

In another embodiment, PNAs of LIR-like can be modified, e.g., to enhance their 

30 stability or cellular uptake, by attaching lipophilic or other helper groups to PNA, by the 
formation of PNA-DN A chimeras, or by the use of liposomes or other techniques of drug 
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delivery known in the art. For example, PNA-DNA chimeras of UR-like can be 
generated that may combine the advantageous properties of PNA and DNA. Such 
chimeras allow DNA recognition enzymes (e.g., RNase H and DNA polymerases) to 
interact with the DNA portion while the PNA portion would provide high binding affinity 

ieiaetedfr report . :•■ 

■©rler.tatiba^see, Hyrup, et al.;1996. supra)." The syz Of PXA-JDS A chimeras can' be 
performed as described in Hyrup, et aL, 1996. supra and Finn, et ah, 1996. Nucl Acids 
Res 24, 3357-3363. For example, a DNA chain can be synthesized on a solid support 

10 using standard phosphoramidite coupling chemistry, and modified nucleoside analogs, 
e .g M 5 , -(4-methoxytrityl)amino-5 -deoxy-thymidine phosphoramidite, can be used 
between the PNA and the 5'end of DNA. See, e.g., Mag, et al., 1989. Nucl Acid Res 17, 
5973-5988. PNA monomers are then coupled in a stepwise manner to produce a 
chimeric molecule with a 5'PNA segment and a 3* DNA segment. See, e.g., Finn, et al., 

15 1996. supra. Alternatively, chimeric molecules can be synthesized with a 5' DNA 
segment and a 3'PNA segment. See, e.g., Petersen, et al., 1975. Bioorg. Med. Chem. 
Lett. 5, 1119-11124. 

In other embodiments, the oligonucleotide may include other appended groups 
such as peptides (e.g., for targeting host cell receptors in vivo), or agents facilitating 

30 transport across the cell membrane (see, e.g., Letsinger, et al., 1989. Proc. Natl. Acad. 
Sci. U.S.A. 86, 6553-6556; Lemaitre, et al., 1987. Proc. Natl. Acad. Sci. 84, 648-652; 
PCT Publication No. WO88/09810) or the blood-brain barrier (see, e.g., PCT Publication 
No. WO 89/10134). In addition, oligonucleotides can be modified with hybridization- 
triggered cleavage agents (see, e.g., Krol, et al., 1988. BioTechniques 6, 958-976) or 

25 intercalating agents (see, e.g., Zon, 1988. Pharm. Res. 5, 539-549). To this end, the 
oligonucleotide can be conjugated to another molecule, e.g., a peptide, a hybridization 
triggered cross-linking agent, a transport agent, a hybridization-triggered cleavage agent, 
and the like. 

30 5.3 HOSTS 
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The present invention further provides host cells genetically engineered to contain 
the polynucleotides of the invention. For example, such host cells may contain nucleic 
acids of the invention introduced into the host cell using known transformation, 
transfection or infection methods. The present invention still further provides host cells 
5 *23ftetica!Iy eugineer-ackte Express €he;p^T3Ucleptfdes $f*die invention: therein such . \ - 
l?clyf:t^ leytitie^are .in-o"pera:ive ■as.s&oicLti'eTi -&kh a rega^tdry ^e.^uence'heier'ologCus • 
. .the host celi'vvhich drives expression' of rhe poi>Tiuc-ieo*rdes h .:he.aeH. 

Knowledge of LIR-like DNA sequences allows for modification of cells to 
permit, or increase, expression of LER-like polypeptide. Cells can be modified (e.g., by 

10 homologous recombination) to provide increased LIR-like polypeptide expression by 
replacing, in whole or in part, the naturally occurring LIR-like promoter with all or part 
of a heterologous promoter so that the cells UR-like polypeptide is expressed at higher 
levels. The heterologous promoter is inserted in such a manner that it is operatively 
linked to LIR-like encoding sequences. See, for example, PCT International Publication 

15 No. WO94/12650, PCT International Publication No. WO92/20808, and PCT 

International Publication No. WO91/09955. It is also contemplated that, in addition to 
heterologous promoter DNA, amplifiable marker DNA (e.g., ada, dhfr, and the 
multifunctional CAD gene which encodes carbamyl phosphate synthase, aspartate 
transcarbamylase, and dihydroorotase) and/or intron DNA may be inserted along with the 

20 heterologous promoter DNA. If linked to the LIR-like coding sequence, amplification of 
the marker DNA by standard selection methods results in co-amplification of the LIR- 
like coding sequences in the cells. 

The host cell can be a higher eukaryotic host cell, such as a mammalian cell, a 
lower eukaryotic host cell, such as a yeast cell, or the host cell can be a prokaryotic cell, 

25 such as a bacterial cell. Introduction of the recombinant construct into the host cell can 
be effected by calcium phosphate transfection, DEAE, dextran mediated transfection, or 
electroporation (Davis, L. et al., Basic Methods in Molecular Biology (1986)). The host 
cells containing one of polynucleotides of the invention, can be used in conventional 
manners to produce the gene product encoded by the isolated fragment (in the case of an 

30 ORF) or can be used to produce a heterologous protein under the control of the EMR 
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Any host/vector system can be used to express one or more of the ORFs of the 
present invention. These include, but are not limited to, eukaryotic hosts such as HeLa 
cells, Cv-1 cell, COS cells, and Sf9 cells, as well as prokaryotic host such as E. coli and 
B. subtilis. The most preferred cells are those which do not normally express the 
." 5 . /^anfc^r-^ or which expresses : tke paUpeptldi or pr6tejn?aHw? ,; 

• -*HauSeV.U> di/>rd:ure*prAefa^?-an be e\pressed ; in-mamma!ian:ce^s/ye^s: t bacteria, -or 
". -'.ether 'ceKs-L-nSer. the .control .-of appro pria:e.prouic.:erS:. G*U-f:ee tr^larldn s>s.teirvs can 
also be employed to produce such proteins using RNAs derived from theDNA constructs 
of the present invention. Appropriate cloning and expression vectors for use with 
10 prokaryotic and eukaryotic hosts are described by Sambrook, et al., in Molecular 

Cloning: A Laboratory Manual, Second Edition, Cold Spring Harbor, New York (1989), 
the disclosure of which is hereby incorporated by reference. 

Various mammalian cell culture systems can also be employed to express 
recombinant protein. Examples of mammalian expression systems include the COS-7 
15 lines of monkey kidney fibroblasts, described by Gluzman, Cell 23:175 (1981), and other 
cell lines capable of expressing a compatible vector, for example, the C127, 3T3, CHO, « 
HeLa and BHK cell tines. Mammalian expression vectors will^omprise an origin of 
replication, a suitable promoter, and also any necessary ribosome binding sites, 
polyadenylation site, splice donor and acceptor sites, transcriptional termination 
20 sequences, and 5* flanking nontranscribed sequences. DNA sequences derived from the 
SV40 viral genome, for example, SV40 origin, early promoter, enhancer, splice, and 
polyadenylation sites may be used to provide the required nontranscribed genetic 
elements. Recombinant polypeptides and proteins produced in bacterial culture are 
usually isolated by initial extraction from cell pellets, followed by one or more salting- 
25 out, aqueous ion exchange or size exclusion chromatography steps. Protein refolding 
steps can be used, as necessary, in completing configuration of the mature protein. 
Finally, high performance liquid chromatography (HPLC) can be employed for final 
purification steps. Microbial cells employed in expression of proteins can be disrupted 
by any convenient method, including freeze-thaw cycling, sonication, mechanical 
30 disruption, or use of cell lysing agents. 
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A number of types of cells may act as suitable host cells for expression of the 
protein. Mammalian host cells include, for example, monkey COS cells, Chinese 
Hamster Ovary (CHO) cells, human kidney 293 cells, human epidermal A431 cells, 
human Colo205 cells, 3T3 cells, CV-1 cells, other -transformed primate cell lines, normal 
5 ' *l^loi&oeH$ T eel) stra^ . 

. / S*lkte!ls. ifeo^ • ' • • 

... •: ' Altenvujvily." it maybe possible to produce the^rovein-in-lovvir ouk^/otef such 
as yeast or in prokaryotes such as bacteria. Potentially suitable yeast strains include 
Saccharomyces cerevisiae, Schizosaccharomyces pombe, Kluyveromyces strains, 

10 Candida, or any yeast strain capable of expressing heterologous proteins. Potentially 
suitable bacterial strains include Escherichia coli, Bacillus subtilis, Salmonella 
typhimurium, or any bacterial strain capable of expressing heterologous proteins. If the 
protein is made in yeast or bacteria, it may be necessary to modify the protein produced 
therein, for example by phosphorylation or glycosylation of the appropriate sites, in order 

15 to obtain the functional protein. Such covalent attachments may be accomplished using 
known chemical or enzymatic methods. 

In another embodiment of the present invention, cells and tissues may be 
engineered to express an endogenous gene comprising the polynucleotides of the 
invention under the control of inducible regulatory elements, in which case the regulatory 

20 sequences of the endogenous gene may be replaced by homologous recombination. As 
described herein, gene targeting can be used to replace a gene's existing regulatory region 
with a regulatory sequence isolated from a different gene or a novel regulatory sequence 
synthesized by genetic engineering methods. Such regulatory sequences may be 
comprised of promoters, enhancers, scaffold-attachment regions, negative regulatory 

25 elements, transcriptional initiation sites, and regulatory protein binding sites or 

combinations of said sequences. Alternatively, sequences which affect the structure or 
stability of the RNA or protein produced may be replaced, removed, added, or otherwise 
modified by targeting, including polyadenylation signals, mRNA stability elements, 
splice sites, leader sequences for enhancing or modifying transport or secretion properties 

30 of the protein, or other sequences which alter or improve the function or stability of 
protein or RNA molecules. 
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The targeting event may be a simple insertion of the regulatory sequence, placing 
the gene under the control of the new regulatory sequence, e.g., inserting a new promoter 
or enhancer or both upstream of a gene. Alternatively, the targeting event may be a 
simple deletion of a regulatory element, such as the deletion of a tissue-specific negative 

>5[.\ regulatory' element. A1te£RQtiv4i>vAe targeting ^cnt-mav-r^place an exis.ting.eleme^r: 
•f *nexa?r.p;e. -a ;is<ue-sp.eci fic enhancercan^e-repl^ced by ari-enhancer -:h£vhas broader .: 
".. or- different cell-iype 'spesi'Scityichan the'nararai'Iy cccuiringelenieTUs. Here, the - 
naturally occurring sequences are deleted and new sequences are added. In all cases, the 
identification of the targeting event may be facilitated by the use of one or more 

10 selectable marker genes that are contiguous with the targeting DNA, allowing for the 
selection of cells in which the exogenous DNA has integrated into the host cell genome. 
The identification of the targeting event may also be facilitated by the use of one or more 
marker genes exhibiting the property of negative selection, such that the negatively 
selectable marker is linked to the exogenous DNA, but configured such that the 

15 negatively selectable marker flanks the targeting sequence, and such that a correct 

homologous recombination event with sequences in the host cell genome does not result 
in the stable integration of the negatively selectable marker. Markers useful for this 
purpose include the Herpes Simplex Virus thymidine kinase (TK) gene or the bacterial 
xanthine-guanine phosphoribosyl-transferase (gpt) gene. 

20 The gene targeting or gene activation techniques which can be used in accordance 

with this aspect of the invention are more particularly described in U.S. Patent No. 
5,272,071 to Chappel; U.S. Patent No. 5,578,461 to Sherwin et al.; International 
Application No. PCT/US92/09627 (WO93/09222) by Selden et al.; and International 
Application No. PCT/US90/06436 (WO91/06667) by Skoultchi et al., each of which is 

25 incorporated by reference herein in its entirety. 

5.3.1 CHIMERIC AND FUSION PROTEINS 

The invention also provides IIR-like chimeric or fusion proteins. As used herein 
an LIR-like "chimeric protein" or "fusion protein" comprises an LIR-like polypeptide 
30 operatively linked to either a different LIR-like polypeptide or a non-IJR-like 

polypeptide. An "LIR-like polypeptide" refers to a polypeptide having an amino acid 
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sequence corresponding to an LER-like protein, whereas a "non-IIR-like polypeptide" 
refers to a polypeptide having an amino acid sequence corresponding to a protein that is 
not substantially homologous to the LER-like protein, e.g., a protein that is different from 
the LIR-like protein and that is derived from the same or a different organism. Within an 

-5 LOW ike fusion protein the-LlR-liicepolvp^ptide can porr^spor.d.co ailpr apcniott.£f an 

• ■ bio]trJic A illy uc:i\e ponion Of an LIR-iike-protein: Ir. another srabodirnem. an TJR-Hke . 

fusion protein comprises at least two biologically active portions of an LIR-like protein. 

In yet another embodiment, an UR-like fusion protein comprises at least three 
10 biologically active portions of an LIR-like protein. Within the fusion protein, the term 

"operatively-linked" is intended to indicate that the UR-like polypeptide(s) and/or the 

non-UR-like polypeptide are fused in-frame with one another. The non-UR-like 

polypeptide can be fused to the N-terminus or C-terminus of the LIR-like polypeptide. 
In one embodiment, the fusion protein is a GST-LER-like fusion protein in which 
15 the LIR-like sequences are fused to the C-terminus of the GST (glutathione S-transferase) 

sequences. Such fusion proteins can facilitate the purification of recombinant IIR-like 

polypeptides. 

In another embodiment, the fusion protein is an LIR-like protein containing a 
heterologous signal sequence at its N-terminus. In certain host cells (e.g., mammalian 

20 host cells), expression and/or secretion of LIR-like can be increased through use of a 
heterologous signal sequence. 

In yet another embodiment, the fusion protein is an IJR-like-immunoglobulin 
fusion protein in which the UR-like sequences are fused to sequences derived from a 
member of the immunoglobulin protein family. The LIR-like-immunoglobulin fusion 

25 proteins of the invention can be incorporated into pharmaceutical compositions and 

administered to a subject to inhibit an interaction between an LIR-like ligand and an LIR- 
like protein on the surface of a cell, to thereby suppress LIR-like-mediated signal 
transduction in vivo. The LIR-like-immunoglobulin fusion proteins can be used to affect 
the bioavailability of an LIR-like cognate ligand. Inhibition of the UR-like ligand/UR- 

30 like interaction can be useful therapeutically for both the treatment of proliferative and 
differentiative disorders, as well as modulating (e.g. promoting or inhibiting) cell 
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survival. Moreover, the lIR-like-inuriunoglobulin fusion proteins of the invention can be 
used as immunogens to produce anti-LIR-like antibodies in a subject, to purify IJR-like 
ligands, and in screening assays to identify molecules that inhibit the interaction of LIR- 
like with . an LIR-like ligand. 

.'5 ' ; . A*i.H^like<&1m^ 

- . digei^nt polypeptide sequences are.ligi:ed : te^herir.-*nsn:e -:c &cc&ancs • .vuh -v 
conventional techniques, e.g., by employing blunt-ended or stagger-ended termini for 
ligation, restriction enzyme digestion to provide for appropriate termini, filling-in of 

10 cohesive ends as appropriate, alkaline phosphatase treatment to avoid undesirable joining, 
and enzymatic ligation. In another embodiment, the fusion gene can be synthesized by 
conventional techniques including automated DNA synthesizers. Alternatively, PCR 
amplification of gene fragments can be carried out using anchor primers that give rise to 
complementary overhangs between two consecutive gene fragments that can 

15 subsequently be annealed and reamplified to generate a chimeric gene sequence (see, e.g., 
Ausubel, et al. (eds.) Current Protocols in Molecular Biology, John Wiley & Sons, 1992). 
Moreover, many expression vectors are commercially available that already encode a 
fusion moiety (e.g., a GST polypeptide). An UR-like-encoding nucleic acid can be 
cloned into such an expression vector such that the fusion moiety is linked in-frame to the 

20 LIR-like protein. 

5.4 POLYPEPTIDES OF THE INVENTION 

The isolated polypeptides of the invention include, but are not limited to, a 
polypeptide comprising: the amino acid sequence set forth as any one of SEQ ID NO: 3, 

25 6, 8-13, 19, 22, 24-28, 33-34, 37, 40, 42-45, 50, 52-58, 66, or 68-74 or an amino acid 
sequence encoded by any one of the nucleotide sequences SEQ ID NO: 1-2, 4-5, 7, 16- 
18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 or the corresponding full length 
or mature protein. Polypeptides of the invention also include polypeptides preferably with 
biological or immunological activity that are encoded by: (a) a polynucleotide having any 

30 one of the nucleotide sequences set forth in the SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 
* 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 or (b) polynucleotides encoding any one of 
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the amino acid sequences set forth as SEQ ID NO: 3, 6, 8-13, 19, 22, 24-28, 33-34, 37, 
40, 42-45, 50, 52-58, 66, or 68-74 or (c) polynucleotides that hybridize to the 
complement of the polynucleotides of either (a) or (b) under stringent hybridization 
conditions. The invention also provides biologically active or immunologically active 

5*- : variants of.irrv.©f:she ainfoo~a$?d Sequences AWorth^as SEjJUi N*Q: ,37*6. S-13.T97 227 *[ 
[ : ; / 24-25. 53-34. "57. 40„. 42-4-5. 50,.52"-i$;;6.6,-Gr6S^ 

?f l 'dVdre..DTQxtin: and ••5ub5ti^cia!.equ:ya!eras ,? aiercor \e.g.:*wkh at least about 65<c, at ' 
least about 70%, at least about 75%, at least about 80%, at least about 85%, at least about 
90%, typically at least about 95%, more typically at least about 98%, or most typically at 
10 least about 99% amino acid identity) that retain biological activity. Polypeptides encoded 
by allelic variants may have a similar, increased, or decreased activity compared to 
polypeptides comprising SEQ ID NO: 3, 6, 8-13, 19, 22, 24-28, 33-34, 37, 40, 42-45, 50, 
52-58, 66, or 68-74. 

Fragments of the proteins of the present invention which are capable of exhibiting 
15 biological activity are also encompassed by the present invention. Fragments of the 
protein may be in linear form or they may be cyclized using known methods, for 
example, as described in H. U. Saragovi, et al., Bio/Technology 10, 773-778 (1992) and 
in R. S. McDowell, et al., J. Amer. Chem. Soc. 114, 9245-9253 (1992), both of which are 
incorporated herein by reference. Such fragments may be fused to carrier molecules such 
20 as immunoglobulins for many purposes, including increasing the valency of protein 
binding sites. 

The present invention also provides both full-length and mature forms (for 
example, without a signal sequence or precursor sequence) of the disclosed proteins. The 
protein coding sequence is identified in the sequence listing by translation of the 

25 disclosed nucleotide sequences. The mature form of such protein may be obtained by 
expression of a full-length polynucleotide in a suitable mammalian cell or other host cell. 
The sequence of the mature form of the protein is also determinable from the amino acid 
sequence of the full-length form. Where proteins of the present invention are membrane 
bound, soluble forms of the proteins are also provided. In such forms, part or all of the 

30 regions causing the proteins to be membrane bound are deleted so that the proteins are 
' fully secreted from the cell in which it is expressed. 
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Protein compositions of the present invention may further comprise an acceptable 
carrier, such as a hydrophilic, e.g., pharmaceutical^ acceptable, carrier. 

The present invention further provides isolated polypeptides encoded by the . 
nucleic acid fragments of the present invention or by degenerate variants of the nucleic 
5 m 3cj&fFd£tt$ntS'e£ the;pre5ent : inVenrion. By "d^eneratt vatjanf'is intended -ftucle'otide ' 
• frag^^r.isv.vhich-di frer from a-pi£tete?C& fragment of the^&tsennrivettrien rkz^&r- 
' ©RE/.ay hucieoi: de sequent^ Jjut, due to the 'degeneracy of the .generic -code , encode .an • 
identical polypeptide sequence'. Preferred nucleic acid fragments of the present invention 
are the ORFs that encode proteins. 

10 A variety of methodologies known in the art can be utilized to obtain any one of 

the isolated polypeptides or proteins of the present invention. At the simplest level, the 
amino acid sequence can be synthesized using commercially available peptide 
synthesizers. The synthetically-constructed protein sequences, by virtue of sharing 
primary, secondary or tertiary structural and/or conformational characteristics with 

15 proteins may possess biological properties in common therewith, including protein 

activity. This technique is particularly useful in producing small peptides and fragments 
of larger polypeptides. Fragments are useful, for example, in generating antibodies • 
against the native polypeptide. Thus, they may be employed as biologically active or 
immunological substitutes for natural, purified proteins in screening of therapeutic 

20 compounds and in immunological processes for the development of antibodies. 

The polypeptides and proteins of the present invention can alternatively be 
purified from cells which have been altered to express the desired polypeptide or protein. 
As used herein, a cell is said to be altered to express a desired polypeptide or protein 
when the cell, through genetic manipulation, is made to produce a polypeptide or protein 

25 which it normally does not produce or which the cell normally produces at a lower level. 
One skilled in the art can readily adapt procedures for introducing and expressing either 
recombinant or synthetic sequences into eukaryotic or prokaryotic cells in order to 
generate a cell which produces one of the polypeptides or proteins of the present 
invention. 

30 The invention also relates to methods for producing a polypeptide comprising 

growing a culture of host cells of the invention in a suitable culture medium, and 
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purifying the protein from the cells or the culture in which the cells are grown-. For 
example, the methods of the invention include a process for producing a polypeptide in 
which a host cell containing a suitable expression vector that includes a polynucleotide of 
the invention is cultured under conditions that allow expression of the*encoded 
5*. . pjo}y?eps;.de. T?.e polypeptide can ber?covered from the c^iY^e.co'n^ ■ 
• _ -cairirs fnedtusr:. or t>pm a4ysaie ; pT<oare^ from the.hosi cells 4 ar.d;furt;h'er uur;f:d?i. . 

.• • Fr*rerr££^bctiinftni5 inciude; chose ift-whichshe proteir. produiecty such process-is a : 
full length or mature form of the protein. 

In an alternative method, the polypeptide or protein is purified from bacterial 

10 cells which naturally produce the polypeptide or protein. One skilled in the art can 

readily follow known methods for isolating polypeptides and proteins in order to obtain 
one of the isolated polypeptides or proteins of the present invention. These include, but 
are not limited to, immunochromatography, HPLC, size-exclusion chromatography, ion- 
exchange chromatography, and immuno-affinity chromatography. See* e.g., Scopes, 

15 Protein Purification: Principles and Practice, Springer- Verlag (1994); Sambrook, et al., 
in Molecular Cloning: A Laboratory Manual; Ausubel et al., Current Protocols in 
Molecular Biology. Polypeptide fragments that retain biological/immunological activity 
include fragments comprising greater than about 100 amino acids, or greater than about 
200 amino acids, and fragments that encode specific protein domains. 

20 The purified polypeptides can be used in in vitro binding assays which are well 

known in the art to identify molecules which bind to the polypeptides. These molecules 
include but are not limited to, for e.g., small molecules, molecules from combinatorial 
libraries, antibodies or other proteins. The molecules identified in the binding assay are 
then tested for antagonist or agonist activity in in vivo tissue culture or animal models 

25 that are well known in the art. In brief, the molecules are titrated into a plurality of cell 
cultures or animals and then tested for either cell/animal death or prolonged survival of 
the animal/cells. 

In addition, the peptides of the invention or molecules capable of binding to the 
peptides may be complexed with toxins, e.g., ricin or cholera, or with other compounds 
30 that are toxic to cells. The toxin-binding molecule complex is then targeted to a tumor or 
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other cell by the specificity of the binding molecule for SEQ ID NO: 3, 6, 8-13, 19, 22, 
24-28, 33-34, 37, 40, 42-45, 50, 52-58, 66, ox 68-74. 

The protein of the invention may also be expressed as a product of transgenic 
animals, e.g., as a component of the milk of transgenic cows, goats, pigs, or sheep which 



. -5 are characterized by tscm&tic ox germ c^jls ^pncdnmg-a-riueleotide sequence- encoding the ■ 

' ■ ; -rriteift. . ■ . . - .•• ; 

, . ■ ' ' The proteins provided here^ - 
sequences similar to those of purified proteins but into which modification are naturally 
provided or deliberately engineered. For example, modifications, in the peptide or DNA 

10 sequence, can be made by those skilled in the art using known techniques. Modifications 
of interest in the protein sequences may include the alteration, substitution, replacement, 
insertion or deletion of a selected amino acid residue in the coding sequence. For 
example, one or more of the cysteine residues may be deleted or replaced with another 
amino acid to alter the conformation of the molecule. Techniques for such alteration, 

15 substitution, replacement, insertion or deletion are well known to those skilled in the art* 
(see, e.g., U.S. Pat. No. 4,518,584). Preferably, such alteration, substitution, replacement, 
insertion or deletion retains the desired activity of the protein. Regions of the protein that 
are important for the protein function can be determined by various methods known in 
the art including the alanine-scanning method which involved systematic substitution of 

20 single or strings of amino acids with alanine, followed by testing the resulting alanine- 
containing variant for biological activity. This type of analysis determines the 
importance of the substituted amino acid(s) in biological activity. Regions of the protein 
that are important for protein function cay be determined by the eMATRK program. 
Other fragments and derivatives of the sequences of proteins which would be 

25 expected to retain protein activity in whole or in part and are useful for screening or other 
immunological methodologies may also be easily made by those skilled in the art given 
the disclosures herein. Such modifications are encompassed by the present invention. 

The protein may also be produced by operably linking the isolated polynucleotide 
of the invention to suitable control sequences in one or more insect expression vectors, 

30 and employing an insect expression system. Materials and methods for 

baculovirus/insect cell expression systems are commercially available in kit form from, 
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Invitrogen, San Diego, Calif., U.S. A. (the MaxBat™ kit), and such methods are well 
known in the art, as described in Summers and Smith, Texas Agricultural Experiment 
Station Bulletin No. 1555 (1987), incorporated herein by reference. As used herein, an 
insect cell capable of expressing a polynucleotide of the present invention is 

f*5.- , "transformed.' 1 ' " / 7 

The pro:sin<>f-the'mve'nrier. riidv be "prepared bycajriinng'tnnsrorrned'host 

^ -under.euhure.cpr!^ ttecrecombiaanrprotein*. The resuming 

. expressed protein may then be purified from such culture (z.e., from culture medium or 
cell extracts) using known purification processes, such as gel filtration and ion exchange 

10 chromatography. The purification of the protein may also include an affinity column 
containing agents which will bind to the protein; one or more column steps over such 
affinity resins as concanavalin A-agarose, heparin-toyopearl™ or Cibacrom blue 3GA 
Sepharose™; one or more steps involving hydrophobic interaction chromatography using 
such resins as phenyl ether, butyl ether, or propyl ether; or immunoaffinity 

15 chromatography. 

• Alternatively, the protein of the invention may also be expressed in a form which 
will facilitate purification. For example, it may be expressed as a fusion protein, such as 
those of maltose binding protein (MBP), glutathione-S-transferase (GST) or thioredoxin 
(TRX), or as a His tag. Kite for expression and purification of such fusion proteins are 

20 commercially available from New England BioLab (Beverly, Mass!), Pharmacia 

(Piscataway, NJ.) and Invitrogen, respectively. The protein can also be tagged with an 
epitope and subsequently purified by using a specific antibody directed to such epitope. 
One such epitope ("FLAG®") is commercially available from Kodak (New Haven, 
Conn.). 

25 Finally, one or more reverse-phase high performance liquid chromatography (RP- 

HPLC) steps employing hydrophobic RP-HIJLC media, e.g. y silica gel having pendant 
methyl or other aliphatic groups, can be employed to further purify the protein. Some or 
all of the foregoing purification steps, in various combinations, can also be employed to 
provide a substantially homogeneous isolated recombinant protein. The protein thus 

30 purified is substantially free of other mammalian proteins and is defined in accordance 
with the present invention as an "isolated protein." 
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The polypeptides of the invention include analogs (variants). The polypeptides of 
the invention include LIR-like analogs. This embraces fragments of UR-like polypeptide 
of the invention, as well UR-like polypeptides which comprise one or more amino acids 
deleted, inserted, or substituted. Also, analogs of the LIR-like polypeptide of the 

5. • ■ -invention embrace .fusions of -the LIR-like. ppl>^epti4es -or modificarions of the LIR-like 
.pel>^e?>ifie§,>'herei^ Feisty 07 ... 

- moieties je~:g. ^targeting snotty or a.?.biher Lheripeutio agent. . Su&h analogs xay. exhibit 
improved properties such as activity and/or stability. Examples of moieties which may 
be fused to the LIR-like polypeptide or an analog include, for example, targeting moieties 

10 which provide for the delivery of polypeptide to neurons, e.g., antibodies to central 

nervous system, or antibodies to receptor and ligands expressed on neuronal cells. Other 
moieties which may be fused to UR-like polypeptide include therapeutic agents which 
are used for treatment, for example anti -depressant drugs or other medications for 
neurological disorders. Also, LIR-like polypeptides may be fused to neuron growth 

15 modulators, and other chemokines for targeted delivery. 

5.4.1 DETERMINING POLYPEPTIDE AND POLYNUCLEOTIDE IDENTITY 
AND SIMILARITY 

Preferred identity and/or similarity are designed to give the largest match between 
20 the sequences tested. Methods to determine identity and similarity are codified in 
computer programs including, but are not limited to, the GCG program package, 
including GAP Pevereux, J., et aL, Nucleic Acids Research 12(1): 387 (1984); Genetics 
Computer Group, University of Wisconsin, Madison, WT), BLASTP, BLASTN, 
BLASTX, FASTA (Altschul, S.R et aL, J. Molec. Biol. 215:403-410 (1990), PSI-BLAST 
25 (Altschul S.F. et aL, Nucleic Acids Res. vol. 25, pp. 3389-3402, herein incorporated by 
reference), the eMatrix software (Wu et al., J. Comp. Biol., vol. 6, pp. 219-235 (1999), 
herein incorporated by reference), eMotif software (Nevill-Manning et al, ISMB-97, vol 
4, pp. 202-209, herein incorporated by reference), the GeneAtlas software (Molecular 
Simulations Inc. (MSI), San Diego, CA) (Sanchez and Sali (1998) Proc. Nad. Acad. Sci., 
30 95, 13597-13602; Kitson DH et al, (2000) "Remote homology detection using structural 
modeling - an evaluation" Submitted; Fischer and Eisenberg (1996) Protein Sci. 5, 947- 



59 



WO 02/066600 



PCT/US01/49435 



955), Neural Network SignalP Vl.l program (from Center for Biological Sequence 
Analysis, The Technical University of Denmark).and the Kyte-Doolittie hydrophobocity 
prediction algorithm (J. Mol Biol, 157, pp. 105-31 (1982), incorporated herein by 
reference). The BLAST programs are publicly available from the National Center for 

;5- " ]jioiec!rao!og^ ' - : 

: ill. NGP*SLM SlHBethesaa.AH^ a:., L Mel. -Biol. 2i§:40.3-*i9 ' % 

' • V.iS90j. ; 

5.5 GENE THERAPY 

10 Mutations in the polynucleotides of the invention gene may result in loss of 

normal function of the encoded protein. The invention thus provides gene therapy to 
restore normal activity of the polypeptides of the invention; or to treat disease states 
involving polypeptides of the invention. Delivery of a functional gene encoding 
polypeptides of the invention to appropriate cells is effected ex vivo, in situ, or in vivo by 

15 use of vectors, and more particularly viral vectors (e.g., adenovirus, adeno-associated 
virus, or a retrovirus), or ex vivo by use of physical DNA transfer methods (e.g., 
liposomes or chemical treatments). See, for example, Anderson, Nature, supplement to 
vol. 392, no. 6679, pp.25-20 (1998). For additional reviews of gene therapy technology 
seeFriedmann, Science, 244: 1275-1281 (1989); Verma, Scientific American: 68-84 

20 (1990); and Miller, Nature, 357: 455-460 (1992). Introduction of any one of the 

nucleotides of the present invention or a gene encoding the polypeptides of the present 
invention can also be accomplished with extrachromosomal substrates (transient 
expression) or artificial chromosomes (stable expression). Cells may also be cultured ex 
vivo in the presence of proteins of the present invention in order to proliferate or to 

25 produce a desired effect on or activity in such cells. Treated cells can then be introduced 
in vivo for therapeutic purposes. Alternatively, it is contemplated that in other human 
disease states, preventing the expression of or inhibiting the activity of polypeptides of 
the invention will be useful in treating the disease states. It is contemplated that antisense 
therapy or gene therapy could be applied to negatively regulate the expression of 

30 polypeptides of the invention. 
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Other methods inhibiting expression of a protein include the introduction of 
antisense molecules to the nucleic acids of the present invention, their complements, or their 
translated RNA sequences, by methods known in the art Ftirther, die polypeptides of the 
p resent invention can be inhibited by using targeted deletion methods, or the insertion of a 
5 - ng^tiy-T-egulatoT^'jelerrientsKch as a -silencer, .yv^hich^s'Lissue specific. 
■ ■ * - Jhe pfvS.enr:n:;en^o_n"sti4'l ru^enrrevices-s uivivo to 

ex-pre'ss *he-pciynucleotides- <>: the-lnveniiG-:Av~era^^^ are. in operas: ye 

association with a regulatory sequence heterologous to the host cell which drives expression 
of the polynucleotides in the cell. These methods can be used to increase or decrease the 

10 expression of the polynucleotides of the present invention. 

Knowledge of DNA sequences provided by the invention allows for modification of 
cells to permit, increase, or decrease, expression of endogenous polypeptide. Cells can be • 
modified (e.g., by homologous recombination) to provide increased polypeptide expression 
by replacing, in whole or in part, the naturally occurring promoter with all or part of a 

1 5 heterologous promoter so that the cells express the protein at higher levels. The heterologous 
promoter is inserted in such a manner that it is operatively linked to the desired protein 
encoding sequences. See, for example, PCT International Publication No. WO 94/12650, 
PCT International Publication No. WO 92/20808, and PCT International Publication No. 
WO 91/09955. It is also contemplated that, in addition to heterologous promoter DNA, 

20 amplifiable marker DNA (e.g., ada, dhfr, and the multifunctional CAD gene which encodes 
carbamyl phosphate synthase, aspartate transcarbamylase, and dihydroorotase) and/or intron 
DNA may be inserted along with the heterologous" promoter DNA. If linked to the desired 
protein coding sequence, amplification of the marker DNA by standard selection methods 
results in co-amplification of the desired protein coding sequences in the cells. 

25 In another embodiment of the present invention, cells and tissues may be engineered 

to express an endogenous gene comprising the polynucleotides of the invention under the 
control of inducible regulatory elements, in which case the regulatory sequences of the 
endogenous gene may be replaced by homologous recombination. As described herein, 
gene targeting can be used to replace a gene's existing regulatory region with a regulatory 

30 sequence isolated from a different gene or a novel regulatory sequence synthesized by 

genetic engineering methods. Such regulatory sequences may be comprised of promoters, 
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enhancers, scaffold-attachment regions, negative regulatory elements, transcriptional 
initiation sites, regulatory protein binding sites or combinations of said sequences. 
Alternatively, sequences which affect die structure or stability of the RNA or protein 
produced may be replaced, removed, added, or otherwise modified by targeting. These 

• 5 ; -sequences. inclade..poj[ya.deny4ation .si gnal?! mRNA stability. elements, splice sites/Jeader 
_ -seqiistees for-e.nhancin.g-or mG-dity.ngininsport -or seofeaon-rivperais .of the t ?:o-An..pc ; 

" y. " -Cther sequences :-.hioh-aiteror improve rhefuricdon or ^ability of pro-en Or.RNjv * 
- molecules. 

The targeting event may be a simple insertion of the regulatory sequence, placing the 

10 gene under the control of the new regulatory sequence, e.g., inserting a new promoter or 
enhancer or both upstream of a gene. Alternatively, the targeting event may be a simple 
deletion of a regulatory element, such as the deletion of a tissue-specific negative regulatory 
element Alternatively, the targeting event may replace an existing element; for example, a 
tissue-specific enhancer can be replaced by an enhancer that has broader or different cell- 

15 type specificity than the naturally occurring elements. Here, the naturally occurring 

sequences are deleted and new sequences are added. In all cases, the identification of the 
targeting event may be facilitated by the use of one or more selectable marker genes that are 
contiguous with the targeting DNA, allowing for the selection of cells in which the 
exogenous DNA has integrated into the cell genome. The identification of the targeting 

20 event may also be facilitated by the use of one or more marker genes exhibiting the property 
of negative selection, such that the negatively selectable marker is linked to the exogenous 
DNA, but configured such that the negatively selectable marker flanks the targeting 
sequence, and such that a correct homologous recombination event with sequences in the 
host cell genome does not result in the stable integration of the negatively selectable marker. 

25 Markers useful for this purpose include the Herpes Simplex Virus thymidine kinase (TK) 
gene or the bacterial xanthine-guanine phosphoribosyl-transferase (gpt) gene. 

The gene targeting or gene activation techniques which can be used in accordance 
with this aspect of the invention are more particularly described in U.S. Patent No. 
5,272,071 to Chappel; U.S. Patent No. 5,578,461 to Shenvin et al.; International Application 

30 No. PCT/US92/09627 (WO93/09222) by Selden et al.; and International Application No. 
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PCT/US90/06436 (WO91/06667) by Skoultchi et al., each of which is incorporated by 
reference herein in its entirety. 

5,6 TRANSGENIC ANIMALS . 

. , -In preferred methods -to deter^itje-bie^gical f, ijnitfens pt^e^el>pVptides:of tRf 
' ; ^^Vencion-in-yivo.-xne or more. g£r.e$ prc-viced by "^e.iitver.wonua:5 efehsr over-expressed • ■ 

• - * or inactivated in'the.gerrn line of animals using -hemoidgeia recombiniticn'tC^pec.ch:.-,'" . 
Science 244:1288-1292 (1989)]. Animals in which'the gene is over expressed, under the 
regulatory control of exogenous or endogenous promoter elements, are known as 

10 transgenic animals. Animals in which an endogenous gene has been inactivated by 
homologous recombination are referred to as "knockout" animals. Knockout animals, 
preferably non-human mammals, can be prepared as described in U.S. Patent No. 
5,557,032, incorporated herein by reference. Transgenic animals are useful to determine 
the roles polypeptides of the invention play in biological processes, and preferably in 

15 disease states. Transgenic animals are useful as model systems to identify compounds 
that modulate lipid metabolism. Transgenic animals, preferably non-human mammals, 
are produced using methods as described in U.S. Patent No 5,489,743 and PCT 
Publication No. W094/28122, incorporated herein by reference. 

Transgenic animals can be prepared wherein all or part of a promoter of the 

20 polynucleotides of the invention is either activated or inactivated to alter the level of 
expression of the polypeptides of the invention. Ihactivation can be carried out using 
homologous recombination methods described above. Activation can be achieved by 
supplementing or even replacing the homologous promoter to provide for increased 
protein expression. The homologous promoter can be supplemented, by insertion of one 

25 or more heterologous enhancer elements known to confer promoter activation in a 
particular tissue. 

The polynucleotides of the present invention also make possible the development, 
through, e.g., homologous recombination or knock out strategies, of animals that fail to 
express functional LER-like polypeptide or that express a variant of UR-like polypeptide. 
30 Such animals are useful as models for studying the in vivo activities of LJR-like 
polypeptide as well as for studying modulators of the LIR-like polypeptide. 
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Li preferred methods to determine biological functions of the polypeptides of the 
invention in vivo, one or more genes provided by the invention are either over expressed 
or inactivated in the germ line of animals using homologous recombination [Capecchi, 
Science 244:1288-1292 (1989)]. Animals in which the gene is over expressed, under the 

'\5 • -.regt^aiory- control of exsgsntfus or^nJogd^ea^promG^ef elemenis.are Know •. . 

• - . . trans genie ar.lrnils. A^iajass.ig'^'fei-.'ft^^eoger.otis gene has-been inactivated by ■ "". 
- homologous ?eccn:bina:ior. z3&T$isz£yu$ ^r , kfie-jkouc^i^inr i Lds..KnccioiK aniiaals,... 
preferably non-human mammals, can' be prepared as described in US. Patent No. 
5,557,032, incorporated herein by reference. Transgenic animals are useful to determine 

10 the roles polypeptides of the invention play in biological processes, and preferably in 
disease states. Transgenic animals are useful as model systems to identify compounds 
that modulate lipid metabolism. Transgenic animals, preferably non-human mammals, 
are produced using methods as described in U.S. Patent No 5,489,743 and PCT 
Publication No. W094/28122, incorporated herein by reference. 

15 Transgenic animals can be prepared wherein all or part of the polynucleotides of 

the invention promoter is either activated or inactivated to alter the level of expression of 
the polypeptides of the invention. Inactivation can be carried out using homologous 
recombination methods described above. Activation can be achieved by supplementing or 
even replacing the homologous promoter to provide for increased protein expression. The 

20 homologous promoter can be supplemented by insertion of one or more heterologous 
enhancer elements known to confer promoter activation in a particular tissue. 

5.7 USES AND BIQLOGICAL ACTIVITY OF HUMAN LIR-LIKE 
POLYPEPTIDE 

25 The polynucleotides and proteins of the present invention are expected to exhibit 

one or more of the uses or biological activities (including those associated with assays 
cited herein) identified herein. Uses or activities described for proteins of the present 
invention may be provided by administration or use of such proteins or of 
polynucleotides encoding such proteins (such as, for example, in gene therapies or 

30 vectors suitable for introduction of DNA). The mechanism underlying the particular 
condition or pathology will dictate whether the polypeptides of the invention, the 
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polynucleotides of the invention or modulators (activators or inhibitors) thereof would be 
beneficial to the subject in need of treatment Thus, "therapeutic compositions of the 
invention" include compositions comprising isolated polynucleotides (including 
recombinant DNA molecules, cloned genes and degenerate variants thereof) or 
5 " .^U^sdes or the : trA'entiv?rr-Hnc1*4ding full length .protein, -mature.proteiri p'rid 
" I -:^nca:ior.s Grt:o;nairiS r therecf}. - OT; compounds and eihe'rsubstance^ that irioa^iatcr^e "' : • * 
• ' : :over!ik'ac;i^ty bf the tarsetgene products, either it the level of targe: gepe-pi:& 7 .ei : ; ■ . ; ' ; . 
expression or target protein activity. Such modulators include polypeptides, analogs, 
(variants), including fragments and fusion proteins, antibodies and other binding proteins; 
10 chemical compounds that directly or indirectly activate or inhibit the polypeptides of the 
invention (identified, e.g., via drug screening assays as described herein); antisense 
polynucleotides and polynucleotides suitable for triple helix formation; and in particular 
antibodies or other binding partners that specifically recognize one or more epitopes of 
the polypeptides of the invention. 
15 The polypeptides of the present invention may likewise be involved in cellular 

activation or in one*of the other physiological pathways described herein. 

5:7.1 RESEARCH USES AND UTILITIES 

The polynucleotides provided by the present invention can be used by the 

20 research community for various purposes. The polynucleotides can be used to express 
recombinant protein for analysis, characterization or therapeutic use; as markers for 
tissues in which the corresponding protein is preferentially expressed (either 
constitutively or at a particular stage of tissue differentiation or development or in disease 
states); as molecular weight markers on gels; as chromosome markers or tags (when 

25 labeled) to identify chromosomes or to map related gene positions; to compare with 

endogenous DNA sequences in patients to identify potential genetic disorders; as probes 
to hybridize and thus discover novel, related DNA sequences; as a source of information 
to derive PCR primers for genetic fingerprinting; as a probe to "subtract-out" known 
sequences in the process of discovering other novel polynucleotides; for selecting and 

30 making oligomers for attachment to a "gene chip" or other support, including for 
examination of expression patterns; to raise anti-protein antibodies using DNA 
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immunization techniques; and as an antigen to raise anti-DNA antibodies or elicit another 
" immune response. Where the polynucleotide encodes a protein which binds or 
potentially binds to another protein (such as, for example, in a receptor-ligand 
interaction), the polynucleotide can also be used in interaction trap assays (such as, for 

• • 5 :exam?te: th/a^ ;• 

• * . jpo".>T.y£leGtiues eneedfeg^ 

" \ . -irhlbircFS ox -the binding interaction; • \ 

The polypeptides provided by -the present invention can similarly be used in 
assays to determine biological activity, including in a panel of multiple proteins for high- 

10 throughput screening; to raise antibodies or to elicit another immune response; as a 
reagent (including the labeled reagent) in assays designed to quantitatively determine 
levels of the protein (or its receptor) in biological fluids; as markers for tissues in which 
the corresponding polypeptide is preferentially expressed (either constitutively or at a 
particular stage of tissue differentiation or development or in a disease state); and, of 

15 course, to isolate correlative receptors or ligands. Proteins involved in these binding 

interactions can also be used to screen for peptide or small molecule inhibitors or agonist* 
of the binding interaction. 

The polypeptides of the invention are also useful for making antibody substances 
that are specifically immunoreactive with LIR-like proteins. Antibodies and portions 

20 thereof (e.g., Fab fragments) which bind to the polypeptides of the invention can be used 
to identify the presence of such polypeptides in a sample. Such determinations are 
carried out using any suitable immunoassay format, and any polypeptide of the invention 
that is.specifically bound by the antibody can be employed as a positive control. 

Any or all of these research utilities are capable of being developed into reagent 

25 grade or kit format for commercialization as research products. 

Methods for performing the uses listed above are well known to those skilled in 
the art. References disclosing such methods include without limitation "Molecular 
Cloning: A Laboratory Manual", 2d e&, Cold Spring Harbor Laboratory Press, 
Sambrook, J., E. F. Fritsch and T. Maniatis eds., 1989, and "Methods in Enzymology: 

30 Guide to Molecular Cloning Techniques", Academic Press, Berger, S. L. and A. R. 
Kimmel eds., 1987. 
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5.7.2 NUTRITIONAL USES 

. Polynucleotides and polypeptides of the present invention can also be used as 
nutritional sources or supplements. Such uses include without limitation use as a protein or 
5 . amino acid supplement. use~5s a ctifbon sourceTiBe as a nltrogrn^OTTCHimd^jVe asnrsource' 
, . . . ofcartohydrare;. In.such ciises.ihe. pel vpapride.Qr polynucleotide' of the-inveniioTi cte'lje 
' . • raided ttMhe«eed or^c-rt-culur .orsanisrc-o: cah'^e-UdrrMsiered-as a seoarace solid t?r'iie;uid 
preparation, such as in the form of powder, pills, solutions, suspensions or capsules. In the 
case of microorganisms, the polypeptide or polynucleotide of the invention can be added to 
10 the medium in or on which the microorganism is cultured. 

Additionally, the polypeptides of the invention can be used as molecular weight 
markers, and as a food supplement. A polypeptide consisting of SEQ ID NO: 3, for 
example, has a molecular mass of approximately 34 kDa in its unprocessed and 
unglycosylated state. Protein food supplements are well known and the foimulation of 
15 suitable food supplements including polypeptides of the invention is within the level of skill 
in the food preparation art. 

5.7.3 CYTOKINE AND CELL PROLIFERATION/DIFFERENTIATION 
ACTIVITY 

20 A polypeptide of the present invention may exhibit activity relating to cytokine, 

cell proliferation (either inducing or inhibiting) or cell differentiation (either inducing or 
inhibiting) activity or may induce production of other cytokines in certain cell 
populations. A polynucleotide of the invention can encode a polypeptide exhibiting such 
attributes. Many protein factors discovered to date, including all known cytokines, have 

25 exhibited activity in one or more factor-dependent cell proliferation assays, and hence the 
assays serve as a convenient confirmation of cytokine activity. The activity of therapeutic 
compositions of the present invention is evidenced by any one of a number of routine 
factor dependent cell proliferation assays for cell lines including, without limitation, 32D, 
DA2, DA1G, T10, B9, B9/1 1, BaF3, MC9/G, M+(preB M+), 2E8, RB5, DAI, 123, 

30 T1165, HT2, CTLL2, TF-1, Mo7e, CMK, HUVEC, and Caco. Therapeutic compositions 
of the invention can be used in the following: 
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Assays for T-cell or thymocyte proliferation include without limitation those 
described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. 
H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and Wiley- 
Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function 3.1-3.19; 
Chapter'?. Immunologi'q studies 'in Humans): Xako^et aL T. Imfpw5l7i37:3^9*:3500. 
-WjS^rBertjgnolli et.iL ?;^ir:anoi>U5;fi70^H2: K?0;-3**taghplH- et aL Collate - : ' 
•I*L-nur.oio£. 13-5:3*7-?4L*^ 
Bowman et ah, I. Immunol. 152:1756-1761. 1994. 

Assays for cytokine production and/or proliferation of spleen cells, lymph node 
cells or thymocytes include, without limitation, those described in: Polyclonal T cell 
stimulation, Kruisbeek, A. M. and Shevach, E. M. In Current Protocols in Immunology. 
J. E. e.a. Coligan eds. Vol 1 pp. 3.12.1-3.12.14, John Wiley and Sons, Toronto. 1994; and 
Measurement of mouse and human interleukin-y, Schreiber, R. D. In Current Protocols in 
Immunology. J. E. e.a. Coligan eds. Vol 1 pp. 6.8.1-6.8.8, John Wiley and Sons, Toronto. 
1994. 

Assays for proliferationand differentiation of hematopoietic and lymphopoietic 
cells include, without limitation, those described in: Measurement of Human and Murine 
Interleukin 2 and Interleukin 4, Bottomly, K., Davis, L. S. and Lipsky, P. E. In Current 
Protocols in Immunology. J. E. e.a. Coligan eds. Vol 1 pp. 6.3.1-6.3.12, John Wiley and 
Sons, Toronto. 1991; deVries et ah, J. Exp. Med 173:1205-1211, 1991; Moreau et al., 
Nature 336:690-692, 1988; Greenberger et al., Proc. Natl. Acad. Sci. U.S.A. 80:2931- 
2938, 1983; Measurement of mouse and human interleukin 6-Nordan, R. In Current 
Protocols in Immunology. J. E. Coligan eds. Vol 1 pp. 6.6.1-6.6.5, John Wiley and Sons, 
Toronto. 1991; Smith et al., Proc. Natl. Aced. Sci. U.S.A. 83:1857-1861, 1986; 
Measurement of human Interleukin 11-Bennett, R, Giannotti, J., Clark, S. C. and Turner, 
K. J. In Curoent Protocols in Immunology. J. E. Coligan eds. Vol 1 pp. 6.15.1 John 
Wiley and Sons, Toronto. 1991; Measurement of mouse and human Interleukin 9- 
Ciarletta, A., Giannotti, J., Clark, S. C. and Turner, K. J. In Current Protocols in 
Immunology. J. E. Coligan eds. Vol 1 pp. 6.13.1, John Wiley and Sons, Toronto. 1991. 

Assays for T-cell clone responses to antigens (which will identify, among others, 
proteins that affect APC-T cell interactions as well as direct T-cell effects by measuring 
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proliferation and cytokine production) include, without limitation, those described in: 
Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. ft 
Margulies, E. M. Shevach, W Strober, Pub. Greene Publishing Associates and Wiley- 
Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte Function; Chapter 6, 

"IT ^Cytckioes and-their cellule? receptors: C^aptfr Technologic "Studies m :Hurriari55r~- *' 
" \V4ir.t;rg«r'« al.,.Proc Nttl' Acad..S«. "TSsSA "7:6091 j "dO95..19S0; Weinberger e> zl. ' 

et at. J. Immunol 140:508-512, 1988. 

10 5.7.4 STEM CELL GROWTH FACTOR ACTIVITY 

A polypeptide of the present invention may exhibit stem cell growth factor 
activity and be involved in the proliferation, differentiation and survival of pluripotent 
and totipotent stem cells including primordial germ cells, embryonic stem cells, 
hematopoietic stem cells and/or germ line stem cells. Administration of the polypeptide 

15 of the invention to stem cells in vivo or ex vivo may maintain and expand cell populations 
in a totipotential or pluripotential state which would be useful for re-engineering, 
damaged or diseased tissues, transplantation, manufacture of bio-pharmaceuticals and the 
development of bio-sensors. The ability to produce large quantities of human cells has 
important working applications for the production of human proteins which currently 

20 must be obtained from non-human sources or donors, implantation of cells to treat 

diseases such as Parkinson's, Alzheimer's and other neurodegenerative diseases; tissues 
for grafting such as bone marrow, skin, cartilage, tendons, bone, muscle (including 
cardiac muscle), blood vessels, cornea, neural cells, gastrointestinal cells and others; and 
organs for transplantation such as kidney, liver, pancreas (including islet cells), heart and 

25 lung. 

It is contemplated that multiple different exogenous growth factors and/or 
cytokines may be administered in combination with the polypeptide of the invention to 
achieve the desired effect, including any of the growth factors listed herein, other stem 
cell maintenance factors, and specifically including stem cell factor (SCF), leukemia 
30 inhibitory factor (LCF), Flt-3 ligand (FU-3L), any of the interleukins, recombinant soluble 
IL-6 receptor fused to IL-6, macrophage inflammatory protein 1-alpha (MIP-1-alpha), G- 
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CSF, GM-CSF, thrombbpoietin (TPO), platelet factor 4 (PF-4), platelet-derived growth 
factor (PDGF), neural growth factors and basic fibroblast growth factor (bFGF). 

Since totipotent stem cells can give rise to virtually any mature cell type, 
expansion of these cells in culture will facilitate the production of large quantities of 
'. . 5 .mature cells. Techniques for eulturing Stem ceils are k-no N A v n kuhe aft.SfidMmfiTistr^tiofl • 
■ ' of tCiypeptides:©? ^e.inven^Qn/optid-ally \wt hither £rq.vv;h..raccors an&ov cytckirss, is * 
expected to enhance the survival and proliferation cf the stem ceil populations; This can 
be accomplished by direct administration ai the'polypfeptide of the invention to the ' 
culture medium. Alternatively, stroma cells transfected with a polynucleotide that 

10 encodes for the polypeptide of the invention can be used as a feeder layer for the stem 
cell populations in culture or in vivo. Stromal support cells for feeder layers may include 
embryonic bone marrow fibroblasts, bone marrow stromal cells, fetal liver cells, or 
cultured embryonic fibroblasts (see U.S. Patent No. 5,690,926). 

Stem cells themselves can be transfected with a polynucleotide of the invention to 

15 induce autocrine expression of the polypeptide of the invention. This will allow for 

generation of undifferentiated totipotential/pluripotential stem cell lines that are useful as 
is or that can then be differentiated into the desire4 mature cell types. These stable cell 
lines can also serve as a source of undifferentiated totipotential/pluripotential mRNA to 
create cDNA libraries and templates for polymerase chain reaction experiments. These 

20 studies would allow for the isolation and identification of differentially expressed genes 
in stem cell populations that regulate stem cell proliferation and/or maintenance. 

Expansion and maintenance of totipotent stem cell populations will be useful in 
the treatment of many pathological conditions. For example, polypeptides of the present 
invention may be used to manipulate stem cells in culture to give rise to neuroepithelial 

25 cells that can be used to augment or replace cells damaged by illness, autoimmune 

disease, accidental damage or genetic disorders. The polypeptide of the invention may be 
useful for inducing the proliferation of neural cells and for the regeneration of nerve and 
brain tissue, i.e. for the treatment of central and peripheral nervous system diseases and 
neuropathies, as well as mechanical and traumatic disorders which involve degeneration, 

30 death or trauma to neural cells or nerve tissue. In addition, the expanded stem cell 
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populations can also be genetically altered for gene therapy purposes and to decrease host 
rejection of replacement tissues after grafting or implantation. 

Expression of the polypeptide of the invention and its effect on stem cells can also 
• ■ be manipulated to achieve controlled differentiation of the stem cells into more 
5 differentiated cell types.* 'A-1?ro 1 &dlv applicable method of 'Obtaining piare-populati@Hs of *a- -. 
■ipe-itvC giiffereritiardd-csil type frcrn uridiffe^nrlaced^em eel! papulations -invoKes the ' ' ; 
. use of a cei!-i>pe Specific promoter driving a selectable miirker. The selectable marker - 
allows only ceils of the desired' type to survive. For example, stem ceils can *be Induced 
to differentiate into cardiomyocytes (Wobus et al., Differentiation, 48: 173-182, (1991); 
10 Klug et al., J. Clin. Invest., 98(1): 216-224, (1998)) or skeletal muscle cells (Browder, L. 
W. In: Principles of Tissue Engineering eds. Lanza et al., Academic Press (1997)). 
Alternatively, directed differentiation of stem cells can be accomplished by culturing the 
stem cells in the presence of a differentiation factor such as retinoic acid and an 
antagonist of the polypeptide of the invention which would inhibit the effects of 
15 endogenous stem cell factor activity and allow differentiation to proceed. 

In vitro cultures of stem cells can be used to determine if the polypeptide of the 
invention exhibits stem cell growth factor activity. Stem cells are isolated from any one 
of various ce]] sources (including hematopoietic stem cells and embryonic stem cells) and 
cultured on a feeder layer, as described by Thompson et al. Proc. Natl. Acad. Sci, U.S.A., 
20 92: 7844-7848 (1995), in the presence of the polypeptide of the invention alone or in 

combination with other growth factors or cytokines. The ability of the polypeptide of the 
invention to induce stem cells proliferation is determined by colony formation on semi- 
solid support e;g. as described by Bernstein et al., Blood, 77: 2316-2321 (1991). 

25 5,7.5 HEMATOPOIESIS REGULATING ACTIVITY 

A polypeptide of the present invention may be involved in regulation of 
hematopoiesis and, consequently, in the treatment of myeloid or lymphoid cell disorders. 
Even marginal biological activity in support of colony forming cells or of factor- 
dependent cell lines indicates involvement in regulating hematopoiesis, e.g. in supporting 
30 the growth and proliferation of erythroid progenitor cells alone or in combination with 
other cytokines, thereby indicating utility, for example, in treating various anemias or for 
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• use in conjunction with irradiation/chemotherapy to stimulate the production of erythroid 
precursors and/or erythroid cells; in supporting the growth and proliferation of myeloid 
cells such as granulocytes and monocytes/macrpphages (i.e., traditional CSF activity) 
useful, for example, in conjunction with chemotherapy to prevent or treat consequent 

" 5 ' . mi/ele-su~ppression : in supporting the grpwth an^.prclife^tion of mfe'gakaryocyte^ahd 

:cr.ssqiaen-ybf .plattSsis thereoy filo^nsprevfenti^ • V 

disorders such" as thromboc>:openia, and generally for dse in place of orco^pfiirnen^Pv ' 
to piafeiec transfusions; and/or in supporting the growth and ptoliierafion ©f ' 
hematopoietic stem cells which are capable of maturing to any and all of the above- 

10 mentioned hematopoietic cells and therefore find therapeutic utility in various stem cell 
disorders (such as those usually treated with transplantation, including, without 
limitation, aplastic anemia and paroxysmal nocturnal hemoglobinuria), as well as in 
repopulating the stem cell compartment post irradiation/chemotherapy, either in-vivo or 
ex-vivo (i.e., in conjunction with bone manrow transplantation or with peripheral 

15 progenitor cell transplantation (homologous or heterologous)) as normal cells or 
genetically manipulated for gene therapy. 

Therapeutic compositions of the invention can be used in the following: 
Suitable assays for proliferation and differentiation of various hematopoietic lines 
are cited above. 

20 Assays for embryonic stem cell differentiation (which will identify, among others, 

proteins that influence embryonic differentiation hematopoiesis) include, without 
limitation, those described in: Johansson et al. Cellular Biology 15:141-151, 1995; Keller 
et al., Molecular and Cellular Biology 13:473-486, 1993; McClanahan et al., Blood 
81:2903-2915, 1993. 

25 Assays for stem cell survival and differentiation (which will identify, among 

others, proteins that regulate lympho-hematopoiesis) include, without limitation, those 
described in: Methylcellulose colony forming assays, Freshney, M. G. In Culture of 
Hematopoietic Cells. R. L Freshney, et al. eds. Vol pp. 265-268, Wiley-Liss, Inc., New 
York, N.Y. 1994; Hirayama et al., Proc. Natl. Acad. Sci. USA 89:5907-5911, 1992; 

30 Primitive hematopoietic colony forming cells with high proliferative potential, McNiece, 
L K. and Briddell, R. A. In Culture of Hematopoietic Cells. R. L Freshney, et al. eds. Vol 
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pp. 23-39, Wiley-Iiss, Inc., New York, N.Y. 1994; Neben et al., Experimental . 
Hematology 22:353-359, 1994; Cobblestone area forming cell assay, Ploemacher, R. E. 
In Culture of Hematopoietic Cells. R. I Freshney, et al. eds. Vol pp. 1-21, Wiley-liss, 
Inc., New York, N.Y. 1994: Long term bone marrow cultures in the presence of stromal 
5*. .ceils, Spooncer/E.. Dexter, M.ar,d Alien. TVln Culture-cf to ' 
' ' :.' Pra&hne^>c kj" #ds. V<>[ pp.M3AWr^'teyU>s. be.. *^e\y Ydnk. -N:Y. 1994; Long term : 
culture ini:i&ing cell assay. Sutherland. H. J, In.Curure of Hematopoietic Cells.' R. -1/ 
' freshney, et al. eds. Vol pp. 139-162, Wiley-Uss,'lnc.,*Nevv York, N.Y: 1994. ■ 

10 5.7.6 TISSUE GROWTH ACTIVITY 

A polypeptide of the present invention also may be involved in bone, cartilage, 
tendon, ligament and/or nerve tissue growth or regeneration, as well as in wound healing 
and tissue repair and replacement, and in healing of burns, incisions and ulcers. 

A polypeptide of the present invention which induces cartilage and/or bone 

15 growth in circumstances where bone is not normally formed, has application in the 

healing of bone fractures and cartilage damage or defects in humans and other animals. 
Compositions of a polypeptide, antibody, binding partner, or other modulator of the 
invention may have prophylactic use in closed as well as open fracture reduction and also 
in the improved fixation of artificial joints. De novo bone formation induced by an 

20 osteogenic agent contributes to the repair of congenital, trauma induced, or oncologic 
resection induced craniofacial defects, and also is useful in cosmetic plastic surgery. 

A polypeptide of this invention may also be involved in attracting bone-forming 
cells, stimulating growth of bone-forming cells, or inducing differentiation of progenitors 
of bone-forming cells. Treatment of osteoporosis, osteoarthritis, bone degenerative 

25 disorders, or periodontal disease, such as through stimulation of bone and/or cartilage 
repair or by blocking inflammation or processes of tissue destruction (collagenase 
activity, osteoclast activity, etc.) mediated by inflammatory processes may also be 
possible using the composition of the invention. 

Another category of tissue regeneration activity that may involve the polypeptide 

30 of the present invention is tendon/ligament formation. Induction of tendon/ligament-like 
tissue or other tissue formation in circumstances where such tissue is not normally 
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formed, has application in the healing of tendon or ligament tears, deformities and other 
tendon or ligament defects in humans and other animals. Such a preparation employing a 
tendon/ligament-like tissue inducing protein may have prophylactic use in preventing 
damage to tendon or ligament tissue, as well as use in the improved fixation of tendon or 

• 5 ' ligamenttobotie^r-cther .tissues, and in;repair:rrg.4efect5 tdrtendoh or "ligament tissue; 

' • De r.cAo ;*3rJier^Xgar.e?.t#l:V:ertissue fpirr^rion^nduced oy d corr.^osltibn &r ihe presenr 
■ ; inYentdor^or.rribures to the .repair of congenita!, trauma induced, or other tendon or 
ligament defects of other origin, and is also useful in cosmetic plastic surgery for 
attachment or repair of tendons or ligaments. The compositions of the present invention 

10 may provide environment to attract tendon- or ligament-forming cells, stimulate growth 
of tendon- or ligament-forming cells, induce differentiation of progenitors of tendon- or 
ligament-forming cells, or induce growth of tendon/ligament cells or progenitors ex vivo 
for return in vivo to effect tissue repair. The compositions of the invention may also be 
useful in the treatment of tendinitis, carpal tunnel syndrome and other tendon or ligament 

15 defects. The compositions may also include an appropriate matrix and/or sequestering 
agent as a carrier as is well known in the art. 

The compositions of the present invention may also be useful for proliferation of 
neural cells and for regeneration of nerve and brain tissue, i.e. for the treatment of central 
and peripheral nervous system diseases and neuropathies, as well as mechanical and 

20 traumatic disorders, which involve degeneration, death or trauma to neural cells or nerve 
tissue. More specifically, a composition may be used in the treatment of diseases of the 
peripheral nervous system, such as peripheral nerve injuries, peripheral neuropathy and 
localized neuropathies, and central nervous system diseases, such as Alzheimer's, 
Parkinson's disease, Huntington's disease, amyotrophic lateral sclerosis, and Shy-Drager 

25 syndrome. Further conditions which may be treated in accordance with the present 

invention include mechanical and traumatic disorders, such as spinal cord disorders, head 
trauma and cerebrovascular diseases such as stroke. Peripheral neuropathies resulting 
' from chemotherapy or other medical therapies may also be treatable using a composition 
of the invention. 
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Compositions of the invention may also be useful to promote better or faster 
closure of non-healing wounds, including without limitation pressure ulcers, ulcers 
associated with vascular insufficiency, surgical and traumatic wounds, and the like. 

Compositions of the present invention may also be involved in the generation oj 
5 fe.generat:6n'*of -other tissues, such as organs^mcluding, for^Xample, £anoreas.*liyer r - 
' \ ir.teseins. Wdneyv skirt, entft>thel>u?n>. -muscle M:srheo't"n t .5ke!'£ral-6rtarGiaC;' unc vascular 
I including va?cui'Ar endothelium) tissue, or for promot'ing'the grdv^rh of cells' corriprisir. 
such tissues. Part of the desired effects may , be by inhibition or modulation of Sbrotic 
scarring may allow normal tissue to regenerate. A polypeptide of the present invention 
10 may also exhibit angiogenic activity. 

A composition of the present invention may also be useful for gut protection or 
regeneration and treatment of lung or liver fibrosis, reperfusion injury in various tissues 
and conditions resulting from systemic cytokine damage. 

A composition of the present invention may also be useful for promoting or 
15 inhibiting differentiation of tissues described above from precursor tissues or cells; or f 
inhibiting the growth of tissues described above.. 

Therapeutic compositions of the invention can be used in the following: 
Assays for tissue generation activity include, without limitation, those describee 
in: International Patent Publication No. WO95/16035 (bone, cartilage, tendon); 
20 International Patent Publication No. WO95/05846 (nerve, neuronal); International Pate 
Publication No. WO91/07491 (skin, endothelium). 

Assays for wound healing activity include, without limitation, those described i 
Winter, Epidermal Wound Healing, pp. 7 1-1 12 (Maibach, H. I. and Rovee, D. T., eds.) 
Year Book Medical Publishers, Inc., Chicago, as modified by Eaglstein and Mertz, J. 
25 Invest. Dermatol 7 1:382-84 (1978). 

5.7.7 IMMUNE STIMULATING OR SUPPRESSING ACTIVITY 

A polypeptide of the present invention may also exhibit immune stimulating or 
immune suppressing activity, including without limitation the activities for which assa; 
30 are described herein. A polynucleotide of the invention can encode a polypeptide 

exhibiting such activities. A protein may be useful in the treatment of various immune 
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deficiencies and disorders (including severe combined immunodeficiency (SCJD)), e.g., 
in regulating (up or down) growth and proliferation of T and/or B lymphocytes, as well as 
effecting the cytolytic activity of NK cells and other cell populations. These immune 
deficiencies may be genetic or be caused by viral (e.g., HTV) as well as bacterial or 
5 fungal infections, or may result from autoimmune disorders. More specifically, infectious 

*. * : disease's causes -byMnJ. "bacterlul. iurgi] "brother infection* in ay 'be^rea^bie'iisirig £ 
" . . protein of the present invention, .including -infections "by HIV; h'epaiitis v -ir uses: herpes 
viruses, mycobacteria, Leishmanial spp., malaria spp. and various-fungal fcrecsorrssuoh ■ ■ 
as candidiasis. Of course, in this regard, proteins of the present invention may also be 

10 useful where a boost to the immune system generally may be desirable, i.e., in the 
treatment of cancer. 

Autoimmune disorders which may be treated using a protein of the present 
invention include, for example, connective tissue disease, multiple sclerosis, systemic 
lupus erythematosus, rheumatoid arthritis, autoimmune pulmonary inflammation, 

15 Guillain-Barre syndrome, autoimmune thyroiditis, insulin dependent diabetes mellitis, 
myasthenia gravis, graft-versus-host disease and autoimmune inflammatory eye disease. 
Such a protein (or antagonists thereof, including antibodies) of the present invention may 
also to be useful in the treatment of allergic reactions and conditions (e.g., anaphylaxis, 
serum sickness, drug reactions, food allergies, insect venom allergies, mastocytosis, 

20 allergic rhinitis, hypersensitivity, pneumonitis, urticaria, angioedema, eczema, atopic 

dermatitis, allergic contact dermatitis, erythema multiforme, Stevens -Johnson syndrome, 
allergic conjunctivitis, atopic keratoconjunctivitis, venereal keratoconjunctivitis, giant 
papillary conjunctivitis and contact allergies), such as asthma (particularly allergic 
asthma) or other respiratory problems. Other conditions, in which immune suppression is 

25 desired (including, for example, organ transplantation), may also be treatable using a 
protein (or antagonists thereof) of the present invention. The therapeutic effects of the 
polypeptides or antagonists thereof on allergic reactions can be evaluated by in vivo 
animals models such as the cumulative contact enhancement test (Lastbom et al., 
Toxicology 125: 59-66, 1998), skin prick test (Hoffmann et al., Allergy 54: 446-54, 

30 1999), guinea pig skin sensitization test (Vohr et al., Arch. Toxocol. 73: 501-9), and 
murine local lymph node assay (Kimber et al., J. Toxicol. Environ, Health 53: 563-79). 
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Using the proteins of the invention it may also be possible to modulate immune 
responses, in a number of ways. Down regulation may be in the form, of inhibiting or 
blocking an immune response already in progress or may involve preventing the 
induction of an immune response. The functions of activated T cells may be inhibited by 
5 ** suppressing T cell responses or by •inducing specific tolerance in T cells, or both."" 
* ■ "LTirnunosuppre'ssion of T/ceihresportse* is g^epaily aft de.ti-ve.. nqn-antigen-specSic./; 

process which .requi'res coritmuous exposure of theT ceiis io the suppressive sigeni. 
' Tolerance, which ihvbives inducing non-res'p6nsi veness of anergy in T -.cells, is 
distinguishable from immunosuppression in that it is generally antigen-specific and 

10 persists after exposure to the tolerizing agent has ceased. Operationally, tolerance can be 
demonstrated by the lack of a T cell response upon reexposure to specific antigen in the 
absence of the tolerizing agent. 

Down regulating or preventing one or more antigen functions (including without 
limitation B lymphocyte antigen functions (such as, for example, B7)), e.g., preventing 

15 high level lymphokine synthesis by activated T cells, will be useful in situations of tissue, 
skin and organ transplantation and in graft-versus-host disease (GVHD). For example, 
blockage of T cell function should result in reduced tissue destruction in tissue 
transplantation. Typically, in tissue transplants, rejection of the transplant is initiated 
through its recognition as foreign by T cells, followed by an immune reaction that 

20 destroys the transplant. The administration of a therapeutic composition of the invention 
may prevent cytokine synthesis by immune cells, such as T cells, and thus acts as an 
immunosuppressant. Moreover, a lack of costimulation may also be sufficient to anergize 
the T cells, thereby inducing tolerance in a subject. Induction of long-term tolerance by B 
lymphocyte antigen-blocking reagents may avoid the necessity of repeated administration 

25 of these blocking reagents. To achieve sufficient immunosuppression or tolerance in a 
subject, it may also be necessary to block the function of a combination of B lymphocyte 
antigens. 

The efficacy of particular therapeutic compositions in preventing organ transplant 
rejection or GVHD can be assessed using animal models that are predictive of efficacy in 
30 humans. Examples of appropriate systems which can be used include allogeneic cardiac 
grafts in rats and xenogeneic pancreatic islet cell grafts in mice, both of which have been 
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used to examine the immunosuppressive effects of CTLA4Ig fusion proteins in vivo as 
described in Lenschow et al., Science 257:789-792 (1992) and Turka et aL, Proc. Natl. 
Acad Sci USA, 89: 1 1 102-1 1 105 (1992). In addition, murine models of GVHD (see Paul 
ed„ Fundamental Immunology, Raven Press, New York, 1989, pp. 846-847) can be used 
5 io detecFtiine.the effect of iherapeuciccon^ositions of the invention on-the "development" 
..rfaat-disease,' % . . - -* ■ ' ■ •' . • : 

Blocking ahji sen function may aiso be therapeutically u&fJTfor treating ' ' * 
autoimmune 'diseases. Many autoimmune disorders are the result of inappropriate ' 
activation of T cells that are reactive against self tissue and which promote the production 

10 of cytokines and autoantibodies involved in the pathology of the diseases. Preventing the 
activation of autoreactive T cells may reduce or eliminate disease symptoms. 
Administration of reagents which block stimulation of T cells can be used to inhibit T 
cell activation and prevent production of autoantibodies or T cell-derived cytokines 
which may be involved in the disease process. Additionally, blocking reagents may 

15 induce antigen-specific tolerance of autoreactive T cells which could lead to long-term 
relief from the disease. The efficacy of blocking reagents in preventing or alleviating 
autoimmune disorders can be determined using a number of well-characterized animal 
models of human autoimmune diseases. Examples include murine experimental 
autoimmune encephalitis, systemic lupus erythematosus in MRL/lpiflpr mice or NZB 

20 hybrid mice, murine autoimmune collagen arthritis, diabetes mellitus in NOD mice and 
BB rats, and murine experimental myasthenia gravis (see Paul ed., Fundamental 
Immunology, Raven Press, New York, 1989, pp. 840-856). 

Upregulation of an antigen function (e.g., a B lymphocyte antigen function), as a 
means of up regulating immune responses, may also be useful in therapy. Upregulation of 

25 immune responses may be in the fonn of enhancing an existing immune response or 
eliciting an initial immune response. For example, enhancing an immune response may 
be useful in cases of viral infection, including systemic viral diseases such as influenza, 
the common cold, and encephalitis. - 

Alternatively, anti- viral immune responses may be enhanced in an infected patient 

30 by removing T cells from the patient, costimulating the T cells in vitro with viral antigen- 
pulsed APCs either expressing a peptide of the present invention or together with a 
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stimulatory form of a soluble peptide of the present invention and reintroducing the in 
vitro activated T cells into the patient. Another method of enhancing anti-viral immune 
responses would be to isolate infected cells from a patient, transfect them with a nucleic 
• acid encoding a protein of the present invention as described herein such that the cells 

5 ' Express -al! or ^portion of theproteih oh their^uifa^V^d'TftRtrodu^ 'the .transacted ■ 
'ceils bite thepatienv.^e-irtfectedpslis \veu]d-he-*^ . '■ *•. ■ ' 

cbstimulaiory signal col and thereby activate. T cerls in vivo. * 

A polypeptide of the present -invention may provide the necessary stimulation • 
signal to T cells to induce a T cell mediated immune response against the transfected 

10 tumor cells. In addition, tumor cells which lack MHC class I or MHC class II molecules, 
or which fail to reexpress sufficient mounts of MHC class I or MHC class U molecules, 
can be transfected with nucleic acid encoding all or a portion of (e.g., a cytoplasmic- 
domain truncated portion) of an MHC class I alpha chain protein and (J 2 microglobulin 
protein or an MHC class E alpha chain protein and an MHC class II beta chain protein to 

15 • thereby express MHC class I or MHC class II proteins on the cell surface. Expression of 
the appropriate class I or class II MHC in conjunction with a peptide having the activity 
of a B lymphocyte antigen (e.g., B7-1 , B7-2, B7-3) induces a T cell mediated immune 
response against the transfected tumor cell. Optionally, a gene encoding an antisense 
construct which blocks expression of an MHC class II associated protein, such as the 

20 invariant chain, can also be cotransfected with a DNA encoding a peptide having the 
activity of a B lymphocyte antigen to promote presentation of tumor associated antigens 
and induce tumor specific immunity. Thus, the induction of a T cell mediated immune 
response in a human subject may be sufficient to overcome tumor-specific tolerance in 
the subject 

25 The activity of a protein of the invention may, among other means, be measured 

by the following methods: 

Suitable assays for thymocyte or splenocyte cytotoxicity include, without 

limitation, those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. 

M. Kruisbeek, D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing 
30 Associates and Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte 

Function 3.1-3.19; Chapter 7, Immunologic studies in Humans); Herrmann et al., Proc. 
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Natl. Acad ScL USA 78:2488-2492, 1981; Herrmann et aL, J. Immunol. 128:1968-1974, 
1982; Handa et aL, J. Immunol. 135:1564-1572, 1985; Takai et aL, I. Immunol. 
137:3494-3500, 1986; Takai et al., J. Immunol 140:508-512, 1988; Bowman et aL, J. 
Virology 61:1992-1998; Bertagnolli et al., Cellular Immunology 133:327-341, 1991; 

• f «. sftowrt e.t at. J. Enmunol. : 153:3079-3092; 1994. .■ ■ ; -t— - 

'. Assays-fof T-esSI-dep^^ . .• 

(which \viii identify,- among ethers,. proteins that modulate T-celi dependent antibody 
responses and that affect Thl7Th2 profiles; include, without limitation, those described * ' 
in: Maliszewski, J. Immunol. 144:3028-3033, 1990; and Assays forB cell function: Ih 

10 vitro antibody production, Mond, J. J. and Brunswick, M. In Current Protocols in 
Immunology. J. E. e.a. Coligan eds. Vol 1 pp. 3.8.1-3.8.16, John Wiley and Sons, 
Toronto. 1994. 

Mixed lymphocyte reaction (MLR) assays (which will identify, among othets, 
proteins that generate predominantly Thl and CTL responses) include, without limitation, 

15 those described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. 
Kruisbeek, D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing 
Associates and Wiley-Interscience (Chapter 3, In Vitro assays for Mouse Lymphocyte 
Function 3.1-3.19; Chapter 7, Immunologic studies in Humans); Takai et al., J. Immunol. 
137:3494-3500, 1986; Takai et al., J. Immunol. 140:508-512, 1988; Bertagnolli et al., J. 

20 Immunol. 149:3778-3783, 1992. 

Dendritic cell-dependent assays (which will identify, among others, proteins 
expressed by dendritic cells that activate naive T-cells) include, without limitation, those 
described ih: Query et al., J. Immunol. 134:536-544, 1995; Inaba et al., Journal of 
Experimental Medicine 173:549-559, 1991; Macatonia et aL, Journal of Immunology 

25 154:5071-5079, 1995; Porgador et al., Journal of Experimental Medicine 182:255-260, 
1995; Nair et al., Journal of Virology 67:4062-4069, 1993; Huang et al., Science 
264:961-965, 1994; Macatonia et al., Journal of Experimental Medicine 169:1255-1264, 
1989; Bhardwaj et al., Journal of Clinical Investigation 94:797-807, 1994; and fiiaba et 
aL, Journal of Experimental Medicine 172:631-640, 1990. 

30 Assays for lymphocyte survival/apoptosis (which will identify, among others, 

proteins that prevent apoptosis after superantigen induction and proteins that regulate 
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lymphocyte homeostasis) include, without limitation, those described in: Darzynkiewicz 
et al., Cytometry 13:795-808, 1992; Goiczyca etal., Leukemia 7:659-670, 1993; 
Gorczycaet al., Cancer Research 53:1945-1951, 1993; Itoh et al., Cell 66:233-243, 1991; 
Zacharchuk, Journal of Immunology 145:4037-4045, 1990; Zamai et al., Cytometry 

- 5 ..J4:39I-897, 1993; GDFCzyeae^^ of Oncology 1:65^-6431 1992. 

.. j _ . . Assays tor-?re:eiW 

deveigprnent include. vyjthout limitation, those described in: Arnica et ui..' Blood $4: 11T- 
117, 1994: 'Fine et at., Cellular Immunology i55: 1*1 l-ii2, 1994; Galy et ul r Blood 
85:2770-2778, 1995; Toki et al., Proc. Nat Acad Sci. USA 88:7548-7551, 1991. 

10 

5.7.8 ACTIVIN/INHreiN ACTIVITY 

A polypeptide of the present invention may also exhibit activin- or inhibin-related 
activities. A polynucleotide of the invention may encode a polypeptide exhibiting such 
characteristics. Inhibins are characterized by their ability to inhibit the release of follicle 

15 stimulating hormone (FSH), while activins and are characterized by their ability to 

stimulate the release of follicle stimulating hormone (FSH). Thus, a polypeptide of the 
-present invention, alone or in heterodimers with a member of the inhibin family, may be 
useful as a contraceptive based on the ability of inhibins to decrease fertility in female 
mammals and decrease spermatogenesis in male mammals. Administration of sufficient 

20 amounts of other inhibins can induce infertility in these mammals. Alternatively, the 
polypeptide of the invention, as a homodimer or as a heterodimer with other protein 
subunits of the inhibin group, may be useful as a fertility inducing therapeutic, based 
upon the ability of activin molecules in stimulating FSH release from cells of the anterior 
pituitary. See, for example, U.S. Pat. No. 4,798,885. A polypeptide of the invention may 

25 also be useful for advancement of the onset of fertility in sexually immature mammals, so 
as to increase the lifetime reproductive performance of domestic animals such as, but not 
limited to, cows, sheep and pigs. 

The activity of a polypeptide of the invention may, among other means, be 
measured by the following methods. 

30 Assays for activin/inhibin activity include, without limitation, those described in: 

Vale et al„ Endocrinology 91:562-572, 1972; Ling et al., Nature 321:779-782, 1986; Vale 
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et aL, Nature 321:776-779, 1986; Mason et al., Nature 318:659-663, 1985; Forage et al., 
Proc. Natl. Acad. Sci. USA 83:3091-3095, 1986. 

5,7.9 CHEMOTACTiaCHEMOKINETIC ACTIVITY 

!5 ~" 74jpo!^q)tide otthetpra 

/"cheracSdadic'sctK'^ cells, including. for ex^p!e:rnonoi;>iek. ' - 

fibroblasts, neutrophils, T-cells. mast -cells, eosinophils, epicheliai and/or ehdothfe'ikf! ' 
cells. A polynucleotide of the invention can encode a polypeptide exhibiting such ' " •' 
attributes. Chemotactic and chemokinetic receptor activation can be used to mobilize or 

10 attract a desired cell population to a desired site of action. Chemotactic or chemokinetic 
compositions (e.g. proteins, antibodies, binding partners, or modulators of the invention) 
provide particular advantages in treatment of wounds and other trauma to tissues, as well 
as in treatment of localized infections. For example, attraction of lymphocytes, 
monocytes or neutrophils to tumors or sites of infection may result in improved immune 

15 responses against the tumor or infecting agent. 

A protein or peptide has chemotactic activity for a particular cell population if it 
can stimulate, directly or indirectly, the directed orientation or movement of such cell 
population. Preferably, the protein or peptide has the ability to directly stimulate directed 
movement of cells. Whether a particular protein has chemotactic activity for a population 

20 of cells can be readily determined by employing such protein or peptide in any known 
assay for cell chemotaxis. 

Therapeutic compositions of the invention can be used in the following: 
Assays for chemotactic activity (which will identify proteins that induce or 
prevent chemotaxis) consist of assays that measure the ability of a protein to induce the 

25 migration of cells across a membrane as well as the ability of a protein to induce the 

adhesion of one cell population to another cell population. Suitable assays for movement 
and adhesion include, without limitation, those described in: Current Protocols in 
Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, D. H. Marguiles, E. M. Shevach, W. 
Strober, Pub. Greene Publishing Associates and Wiley-Interscience (Chapter 6.12, 

30 Measurement of alpha and beta Chemokines 6.12.1-6.12.28; Taub et al. J. Clin. Invest. 
95:1370-1376, 1995; Lind et al. APMS 103:140-146, 1995; Muller et al Eur. J. 
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Immunol. 25:1744-1748; Gruberet al. J. of Immunol. 152:5860-5867, 1994; Johnston et 
al. J. of Immunol. 153:1762-1768, 1994. 

5.7, 10 HEMOSTATIC AND THROMBOLYTIC ACTIVITY 

.5 : . A'$o1ypeptide-of the-jtavefoion-rnay aj'sosse involved in'-hemostari'sVor . 
. . . thTOrsbo'.ysis or ihrorr.bosis. Apc^TiucleQtide-oSth'e *inv^nubniar..^ncod<apoivpeplfde 
. v e^hibit?ng,such'attributes:' Compositions mav'be useful in treatment of various 

coagulation disorders (including hereditary disorders, such as hemophilias) or to enhance 
coagulation and other hemostatic events in treating wounds resulting from trauma, 
10 surgery or other causes. A composition of the invention may also be useful for dissolving 
or inhibiting formation of thromboses and for treatment and prevention of conditions 
resulting therefrom (such as, for example, infarction of cardiac and central nervous 
system vessels (e.g., stroke). 

Therapeutic compositions of the invention can be used in the following: 
15 Assay for hemostatic and thrombolytic activity include, without limitation, those 

described in: linet et al., J. Clin. Pharmacol. 26:131-140, 1986; Burdick et al., 
Thrombosis Res. 45:413-419, 1987; Humphrey et al., Fibrinolysis 5:71-79 (1991); 
Schaub, Prostaglandins 35:467-474, 1988. * 

20 5.7.11 CANCER DIAGNOSIS AND THERAPY 

Polypeptides of the invention may be involved in cancer cell generation, 
proliferation or metastasis. Detection of the presence or amount of polynucleotides or 
polypeptides of the invention may be useful for the diagnosis and/or prognosis of one or 
more types of cancer. For example, the presence or increased expression of a 

25 polynucleotide/polypeptide of the invention may indicate a hereditary risk of cancer, a 
precancerous condition, or an ongoing malignancy. Conversely, a defect in the gene or 
absence of the polypeptide may be associated with a cancer condition. Identification of 
single nucleotide polymorphisms associated with cancer or a predisposition to cancer 
may also be useful for diagnosis or prognosis. 

30 Cancer treatments promote tumor regression by inhibiting tumor cell 

proliferation, inhibiting angiogenesis (growth of new blood vessels that is necessary to 
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support tumor growth) and/or prohibiting metastasis by reducing tumor cell motility or 
invasiveness. Therapeutic compositions of the invention may be effective in adult and 
pediatric oncology including in solid phase tumors/malignancies, locally advanced 
tumors, human soft tissue sarcomas, metastatic cancer, including lymphatic metastases, 
5 'bipod ce)J malignancies including srnukipl^myeloma^acute and ehronic leukemial and"- 

• . ^ lymphomas, "head .and. neck ija'cerS * aoliictngj^ut h cancer. Ian -r\x cancer ana shjfoicf." . 
.cancer, -iung cancer? including small cell carcinoma andnon-small-cell canc'eVs* breast • ~ 
cancers including small ceil carcinoma and ducral carcinoma, gastrointestinal cancers 
including esophageal cancer, stomach cancer, colon cancer, colorectal cancer and polyps 

10 associated with colorectal neoplasia, pancreatic cancers, liver cancer, urologic cancers 
including bladder cancer and prostate cancer, malignancies of the female genital tract 
including ovarian carcinoma, uterine (including endometrial) cancers, and solid tumor in 
the ovarian follicle, kidney cancers including renal cell carcinoma, brain cancers 
including intrinsic brain tumors, neuroblastoma, astrocytic brain tumors, gliomas, 

15 metastatic tumor cell invasion in the central nervous system, bone cancers including 

osteomas, skin cancers including malignant melanoma, tumor progression of human skin 
keratinocytes, squamous cell carcinoma, basal cell carcinoma, hemangiopericytoma and 
KarposPs sarcoma. 

Polypeptides, polynucleotides, or modulators of polypeptides of the invention 
20 (including inhibitors and stimulators of the biological activity of the polypeptide of the 
invention) may be administered to treat cancer. Therapeutic compositions can be 
administered in therapeutically effective dosages alone or in combination with adjuvant 
cancer therapy such as surgery, chemotherapy, radiotherapy, thermotherapy, and laser 
therapy, and may provide a beneficial effect,* e.g. reducing tumor size, slowing rate of 
25 tumor growth, inhibiting metastasis, or otherwise improving overall clinical condition, 
without necessarily eradicating the cancer. 

The composition can also be administered in therapeutically effective amounts as 
a portion of an anti-cancer cocktail. An anti-cancer cocktail is a mixture of the 
polypeptide or modulator of the invention with one or more and -cancer drugs in addition 
30 . to a pharmaceutical^ acceptable carrier for delivery. The use of anti-cancer cocktails as 
a cancer treatment is routine. Anti-cancer drugs that are well known in the art and can be 
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used as a treatment in combination with the polypeptide or modulator of the invention 
include: Actinomycin D, Aminoglutethimide, Asparaginase, Bleomycin, Busulfan, 
Carboplatin, Carmustine, Chlorambucil, Cisplatin (cis-DDP), Cyclophosphamide, 
Cytarabine HC1 (Cytosine arabinoside), Dacarbazine, Dactinomycin, Daunorubicin HC1, 

! .5 " 3DoX©rubiGin BGL Estrateustiiie^hos^ Florporidine/f* 
: . • > Riorouraoil ■.» 5-Fu>.Eusomi.4e, H^rc?x>^Tea^'droxyc'arbam;de' 1 . Ifosfamfce. faceifefon 
. AJpha-2a. Interferon Alpha-2b. Leuproiide acetate (LHRH-reieasin^ factor analogy. 
Lomustine, MechlorethamineHCl (nitrogen mustard), Melphalan, Mertaptopurine, 
Mesna, Methotrexate (MTX), Mitomycin, Mitoxantrone HC1, Octreotide, Plicamycin, 

10 Procarbazine HC1, Streptozocin, Tamoxifen citrate, Thioguanine, Thiotepa, Vinblastine 
sulfate, Vincristine sulfate, Amsacrine, Azacitidine, Hexamethylmelamine, Interleukin-2, 
Mitoguazone, Pentostatin, Semustine, Teniposide, and Vindesine sulfate. 

In addition, therapeutic compositions of the invention may be used for 
prophylactic treatment of cancer. There are hereditary conditions and/or environmental 

15 situations (e.g. exposure to carcinogens) known in the art that predispose an individual to 
developing cancers.- Under these circumstances, it may be beneficial to treat these 
individuals with therapeutically effective doses of the polypeptide of the invention to 
reduce the risk of developing cancers. 

In vitro models can be used to determine the effective doses of the polypeptide of 

20 the invention as a potential cancer treatment. These in vitro models include proliferation 
assays of cultured tumor cells, growth of cultured tumor cells in soft agar (see Freshney, 
(1987) Culture of Animal Cells: A Manual of Basic Technique, Wily-liss, New York, 
NY Ch 18 and Ch 21), tumor systems in nude mice as described in Giovanella et al., J. 
Natl. Can. Inst, 52: 921-30 (1974), mobility and invasive potential of tumor cells in 

25 Boyden Chamber assays as described in Pilkington et al., Anticancer Res., 17: 4107-9 
(1997), and angiogenesis assays such as induction of vascularization of the chick 
chorioallantoic membrane or induction of vascular endothelial cell migration as described 
in Ribatta et al., Inti. J. Dev. Biol., 40: 1189-97 (1999) and Li et al., Clin. Exp. 
Metastasis, 17:423-9 (1999), respectively. Suitable tumor cells lines are available, e.g. 

30 from American Type Tissue Culture Collection catalogs. 
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5.7.12 RECEPTOR/LIGAND ACTIVITY 

A polypeptide of the present invention may also demonstrate activity as receptor, 
receptor ligand or inhibitor or agonist of receptor/ligand interactions. A polynucleotide 
of the invention can encode a polypeptide exhibiting such characteristics. Examples of 
5 such receptors and ligands include, without limitation, cytokine receptors and their 
-}:gancis; teoeprbr kinases'andihelriigfinds. receprcr ohosshcteses and their ligands' 

• '" rsceptorsjhvoived in ceil-cell interactions and their ligands i including withQuc'jiiniiatien. 

' * cellular adhesion molecules (such a$ selectins,lntegrins"and their ligands) and. * 
receptor/ligand pairs involved in antigen presentation, antigen recognition and 

10 development of cellular and humoral immune responses. Receptors and ligands are also 
useful for screening of potential peptide or small molecule inhibitors of the relevant 
receptor/ligand interaction. A protein of the present invention (including, without 
limitation, fragments of receptors and ligands) may themselves be useful as inhibitors of 
receptor/ligand interactions. 

15 The activity of a polypeptide of the invention may, among other means, be 

measured by the following methods: 

Suitable assays for receptor-ligand activity include without limitation those 
described in: Current Protocols in Immunology, Ed by J. E. Coligan, A. M. Kruisbeek, 
D. H. Margulies, E. M. Shevach, W. Strober, Pub. Greene Publishing Associates and 

20 Wiley- Interscience (Chapter 7.28, Measurement of Cellular Adhesion under static 

conditions 7.28.1- 7.28.22), Takai et al., Proc. Natl. Acad. Sci. USA 84:6864-6868, 1987; 
Bierer et al., J. Exp. Med. 168:1145-1156, 1988; Rosenstein et al., J. Exp. Med. 169:149- 
160 1989; Stoltenborg et al., J. Immunol. Methods 175:59-68, 1994; Stitt et al., Cell 
.80:661-670, 1995. 

25 By way of example, the polypeptides of the invention may be used as a receptoT 

for a ligand(s) thereby transmitting the biological activity of that ligand(s). Ligands may 
be identified through binding assays, affinity chromatography, dihybrid screening assays, 
BIAcore assays, gel overlay assays, or other methods known in the art. 

Studies characterizing drugs or proteins as agonist or antagonist or partial agonists 

30 or a partial antagonist require the use of other proteins as competing ligands. The 
polypeptides of the present invention or ligand(s) thereof may be labeled by being 
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coupled to radioisotopes, colorimetric molecules or a toxin molecules by conventional 
methods. ("Guide to Protein Purification" Murray P. Deutscher (ed) Methods in 
Enzymology Vol. 182 (1990) Academic Press, Inc. San Diego). Examples of 
radioisotopes include, but are not limited to, tritium and carbon-14 . Examples of 
5 colorimetricmolecjales include, but are no; Jimitecl to, fluorescent molecules .such 'as 
• \ • .fi/ioresqamine. cr rf odami-ie of other coioH-tv^iric molecules. Exampfes of loxi-ns ' ' " 
.include, but are not linj: ted. xoricia. . * 

5.7.13 DRUG SCREENING 

10 This invention is particularly useful for screening chemical compounds by using 

the novel polypeptides or binding fragments thereof in any of a variety of drug screening 
techniques. The polypeptides or fragments employed in such a test may either be free in 
solution, affixed to a solid support, borne on a cell surface or located intracellular^. One 
method of drug screening utilizes eukaryotic or prokaryotic host cells which are stably 

15 transformed with recombinant nucleic acids expressing the polypeptide or a fragment 
thereof. Drugs are screened against such transformed cells in competitive binding assays. 
Such cells, either in viable or fixed form, can be used for standard binding assays. One 
may measure, for example, the formation of complexes between polypeptides of the 
invention or fragments and the agent being tested or examine the diminution in complex 

20 formation between the novel polypeptides and an appropriate cell line, which are well 
known in the art 

Sources for test compounds that may be screened for ability to bind to or 
modulate (i.e., increase or decrease) the activity of polypeptides of the invention include 
(1) inorganic and organic chemical libraries, (2) natural product libraries, and (3) 

25 combinatorial libraries comprised of either random or mimetic peptides, oligonucleotides 
or organic molecules. 

Chemical libraries may be readily synthesized or purchased from a number of 
commercial sources, and may include structural analogs of known compounds or 
compounds that are identified as "hits" or "leads" via natural product screening. 

30 The sources of natural product libraries are microorganisms (including bacteria 

and fungi), animals, plants or other vegetation, or marine organisms, and libraries of 
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mixtures for screening may be created by: (1) fermentation and extraction of broths from 
soil, plant or marine microorganisms tir (2) extraction of the organisms themselves. 
Natural product libraries include polyketides, non-ribosomal peptides, and (non-naturally 
occurring) variants thereof. For a review, see Science 252:63-68 (1998). 
■5 \ - Com&rciaconal libraries are -composed of large : numbers-.of peptides. 
r;-£Ugoiritfleodd^ •- . . 

' • . automated synthesis methods, PCR, clpfcfng.or proprietary synthetic methods. Of " . 
particular interest are peptide and oligonucleotide combinatorial libraries. Stiil other 
libraries of interest include peptide, protein, peptidomimetic, multiparallel synthetic 

10 collection, recombinatorial, and polypeptide libraries. For a review of combinatorial 
chemistry and libraries created therefrom, see Myers, Curr. Opin. BiotechnoL 8:701-707 
(1997). For reviews and examples of peptidomimetic libraries, see Al-Obeidi et al., Mol 
Biotechnol, 9(3):205-23 (1998); Hruby et al, Curr Opin Chem Biol 1(1): 114-19 (1997); 
Dorner et al., Bioorg Med Chem, 4(5):709-15 (1996) (alkylated dipeptides). 

15 Identification of modulators through use of the various libraries described herein 

permits modification of the candidate "hit" (or "lead") to optimize the capacity of the 
"hit" to bind a polypeptide of the invention. The molecules identified in the binding assay 
are then tested for antagonist or agonist activity in in vivo tissue culture or animal models 
that are well known in the art. In brief, the molecules are titrated into a plurality of cell 

20 cultures or animals and then tested for either cell/animal death or prolonged survival of 
the animal/cells. 

The binding molecules thus identified may be complexed with toxins, e.g., ricin 
or cholera, or with other compounds that are toxic to cells such as radioisotopes. The 
toxin-binding molecule complex is then targeted to a tumor or other cell by the specificity 
25 of the binding molecule for a polypeptide of the invention. Alternatively, the binding 
molecules may be' complexed with imaging agents for targeting and imaging purposes. 

5.7.14 ASSAY FOR RECEPTOR ACTIVITY 

The invention also provides methods to detect specific binding of a polypeptide 
30 e.g. a ligand or a receptor. The art provides numerous assays particularly useful for 
identifying previously unknown binding partners for receptor polypeptides of the 
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invention. For example, expression cloning using mammalian or bacterial cells, or 
dihybrid screening assays can be used to identify polynucleotides encoding binding 
partners. As another example, affinity chromatography with the appropriate immobilized 
polypeptide of the invention can be used to isolate polypeptides that recognize and bind 
'5 •poI}pep:ides of the invention. There are r a nurijSer <?f differentlibranes -used Tor -«fce - " 

. .increase or decrease) biological activity of a pol>peptide*.of the invention. "Ligands for 
receptor polypeptides of the invention can also be identified t/y adding~e,xogenous 
ligands, or cocktails of ligands to two cells populations that are genetically identical 

10 except for the expression of the receptor of the invention: one cell population expresses 
the receptor of the invention whereas the other does not. The response of the two cell 
populations to the addition of ligands(s) are then compared. Alternatively, an expression 
library can be co-expressed with the polypeptide of the invention in cells and assayed for 
an autocrine response to identify potential ligand(s). As still another example, BIAcore 

15 assays, gel overlay assays, or other methods known in the art can be used to identify 

binding partner polypeptides, including, (1) organic and inorganic chemical libraries, (2) 
natural product libraries, and (3) combinatorial libraries comprised of random peptides, 
oligonucleotides or organic molecules. 

The role of downstream intracellular signaling molecules in the signaling cascade 

20 of the polypeptide of the invention can be determined. For example, a chimeric protein in 
which the cytoplasmic domain of the polypeptide of the invention is fused to the 
extracellular portion of a protein, whose ligand has been identified, is produced in a host 
cell. The cell is then incubated with the ligand specific for the extracellular portion of the 
chimeric protein, thereby activating the chimeric receptor. Known downstream proteins 

25 involved in intracellular signaling can then be assayed for expected modifications i.e. 
phosphorylation. Other methods known to those in the art can also be used to identify 
signaling molecules involved in receptor activity. 

5.7.15 ANTI-INFLAMMATORY ACTIVITY 

30 Compositions of the present invention may also exhibit anti-inflammatory 

activity. The anti-inflammatory activity may be achieved by providing a stimulus to cells 
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involved in the inflammatory response, by inhibiting or promoting cell-cell interactions 
(such as, for example, cell adhesion), by inhibiting or promoting chemotaxis of cells 
involved in the inflammatory process, inhibiting or promoting cell extravasation, or by 
stimulating or suppressing .production of other factors which more directly inhibit or 
5 • jpromote an inflammatory response. Compositions with "such activities can "be used to treat" 
inflammtito^-.ccns^ ; 
limitation intonation associated with infection (such as septic -shock, sepsis or systemic 
inflammatory response syndrome tSIkS)),"ischemia-ieperfusion'injur> : , endotoxin 
lethality, arthritis, complement-mediated hyperacute rejection, nephritis, cytokine or 

10 chemokine-induced lung injury, inflammatory bowel disease, Crohn's disease or resulting 
from over production of cytokines such as TNF or IL-L Compositions of the invention 
may also be useful to treat anaphylaxis and hypersensitivity to an antigenic substance or 
material. Compositions of this invention may be utilized to prevent or treat conditions 
such as, but not limited to, sepsis, acute pancreatitis, endotoxin shock, cytokine induced 

15 shock, rheumatoid arthritis, chronic inflammatory arthritis, pancreatic cell damage from 
diabetes mellitus type 1, graft versus host disease, inflammatory bowel disease, 
inflamation associated with pulmonary disease, other autoimmune disease or . 
inflammatory disease, an antiproliferative agent such as for acute or chronic mylegenous 
leukemia or in the prevention of premature labor secondary to intrauterine infections. 

20 

5.7.16 LEUKEMIAS 

Leukemias and related disorders may be treated or prevented by administration of 
a therapeutic that promotes or inhibits function of the polynucleotides and/or 
polypeptides of the invention. Such leukemias and related disorders include but are not 
25 limited to acute leukemia, acute lymphocytic leukemia, acute myelocytic leukemia, 
myeloblasts, promyelocytic, myelomonocytic, monocytic, erythroleukemia, chronic 
leukemia, chronic myelocytic (granulocytic) leukemia and chronic lymphocytic leukemia 
(for a review of such disorders, see Fishman et aL, 1985, Medicine, 2d Ed., J.B. 
lippincott Co., Philadelphia). 

30 

5.7.17 NERVOUS SYSTEM DISORDERS 
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Nervous system disorders, involving cell types which can be tested for efficacy of 
intervention with compounds that modulate the activity of the polynucleotides and/or 
polypeptides of the invention, and which can be treated upon thus observing an indication 
of therapeutic utility, include but are not limited to nervous system injuries, and diseases 

5 "cr disorders which -result in either a _ disconnection -of axons, a diminution brdegenefatidn . 
of-nVu:^ 'OCerieus system iesiehs which ipay-be treated in.a-pa:ie.r:t mm 

' fiRcjuditis human and notfehuman mammalian patients) according to rhe invention 
include but are not limited to the following lesions of either the central (including spinal 
cord, brain) or peripheral nervous systems: 

10 (i) traumatic lesions, including lesions caused by physical injury or associated 

with surgery, for example, lesions which sever a portion of the nervous system, or 
compression injuries; 

(ii) ischemic lesions, in which a lack of oxygen in a portion of the nervous 
system results in neuronal injury or death, including cerebral infarction or ischemia, or 

1 5 spinal cord infarction or ischemia; 

(iii) infectious lesions, in which a portion of the nervous system is destroyed or 
injured as a result of infection, for example, by an abscess or associated with infection by 
human immunodeficiency virus, herpes zoster, or herpes simplex virus or with Lyme 
disease, tuberculosis, syphilis; 

20 (iv) degenerative lesions, in which a portion of the nervous system is destroyed 

or injured as a result of a degenerative process including but not limited to degeneration 
associated with Parkinson's disease, Alzheimer's disease, Huntington's chorea, or 
amyotrophic lateral sclerosis; 

(v) lesions associated with nutritional diseases or disorders, in which a portion 
25 of the nervous system is destroyed or injured by a nutritional disorder or disorder of 

metabolism including but not limited to, vitamin B12 deficiency, folic acid deficiency, 
Wernicke disease, tobacco-alcohol amblyopia, Marchiafava-Bignami disease (primary 
degeneration of the corpus callosum), and alcoholic cerebellar degeneration; 

(vi) neurological lesions associated with systemic diseases including but not 
30 limited to diabetes (diabetic neuropathy, Bell's palsy), systemic lupus erythematosus, 

carcinoma, or sarcoidosis; 
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(vii) lesions caused by toxic substances including alcohol, lead, or particular 
neurotoxins; and 

(viii) demyelinated lesions in which a portion of the nervous system is 
destroyed or injured by a demyelinating disease including but not limited to multiple 

* "5~ sclerosis, human-immunodeficiency virus-assecitfed myelopathy, transverse myelopathy < 
; V . _-©r vano^^^ leukWncepHalopaihy-. anttcempl pon :he " • ' 

•myelir.oiysis. ■ * 

Therapeutics which' are useful according to thelnvention-for treatment of a 
nervous system disorder may be selected by testing for biological activity in promoting 
10 the survival or differentiation of neurons. For example, and not by way of limitation, 
therapeutics which elicit any of the following effects may be useful according to the 
invention: 

(i) increased survival time of neurons in culture; 

(ii) increased sprouting of neurons in culture or in vivo; 

* 5 (iii) increased production of a neuron-associated molecule in culture or in viva, 

e.g., choline acetyltransferase or acetylcholinesterase with respect to motor neurons; or 
(iv) decreased symptoms of neuron dysfunction in vivo. 
Such effects may be measured by any method known in the art. In preferred, non- 
limiting embodiments, increased survival of neurons may be measured by the method set 

20 forth in Arakawa et al. (1990, J. Neurosci. 10:3507-3515); increased sprouting of neurons 
may be detected by methods set forth in Pestronk et al. (1980, Exp. Neurol. 70:65-82) or 
Brown et al. (1981, Ann. Rev. Neurosci. 4:17-42); increased production of neuron- 
associated molecules may be measured by bioassay, enzymatic assay, antibody binding, 
Northern blot assay, etc., depending on the molecule to be measured; and motor neuron 

25 dysfunction may be measured by assessing the physical manifestation of motor neuron 
disorder, e.g., weakness, motor neuron conduction velocity, or functional disability. 

In specific embodiments, motor neuron disorders that may be treated according to 
the invention include but are not limited to disorders such as infarction, infection, 
exposure to toxin, trauma, surgical damage, degenerative disease or malignancy that may 

30 affect motor neurons as well as other components of the nervous system, as well as 
disorders that selectively affect neurons such as amyotrophic lateral sclerosis, and 
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including but not limited to progressive spinal muscular atrophy, progressive bulbar 
palsy, primary lateral sclerosis, infantile and juvenile muscular atrophy, progressive 
bulbar paralysis of childhood (Fazio-Londe syndrome), poliomyelitis and the post polio 
syndrome, and Hereditary Motorsensory Neuropathy (Charcot-Marie-Tooth Disease). 

* - 5.748;OTHER ACTIVITIES " V "V " ;■ 

Apoiypeptide of the invenuon may also eshibn.one or more of the following ' 
additional activities or effects: inhibiting the growth, infection or function of, or killing* ' 
infectious agents, including, without limitation, bacteria, viruses, fungi and other 

10 parasites; effecting (suppressing or enhancing) bodily characteristics, including, without 
limitation, height, weight, hair color, eye color, skin, fat to lean ratio or other tissue 
pigmentation, or organ or body part size or shape (such as, for example, breast 
augmentation or diminution, change in bone form or shape); effecting biorhythms or 
circadian cycles or rhythms; effecting the fertility of male or female subjects; effecting 

15 the metabolism, catabolism, anabolism, processing, utilization, storage or elimination of 
• dietary fat, lipid, protein, carbohydrate, vitamins, minerals, co-factors or other nutritional 
factors or coinponent(s); effecting behavioral characteristics, including, without 
limitation, appetite, libido, stress, cognition (including cognitive disorders), depression 
(including depressive disorders) and violent behaviors; providing analgesic effects or 

20 other pain reducing effects; promoting differentiation and growth of embryonic stem cells 
in lineages other than hematopoietic lineages; hormonal or endocrine activity; in the case 
of enzymes, correcting deficiencies of the enzyme and treating deficiency-related 
diseases; treatment of hyperproliferative disorders (such as, for example, psoriasis); 
immunoglobulin-like activity (such as, for example, the ability to bind antigens or 

25 complement); and the ability to act as an antigen in a vaccine composition to raise an 
immune response against such protein or another material or entity which is cross- 
reactive with such protein. 

5 .7.19 IDENTIFICATION OF POLYMORPHISMS 

30 The demonstration of polymorphisms makes possible the identification of such 

polymorphisms in human subjects and the pharmacogenetic use of this information for 
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diagnosis and treatment. Such polymorphisms may be associated with, e.g., differential 
predisposition or susceptibility to various disease states (such as disorders involving 
inflammation or immune response) or a differential response to drug administration, and 
this genetic information can be used to tailor preventive or therapeutic treatment 

5 • . .appropriately, tf? werrampte.- the existence oT a polymorphism associated with a 

* prediiposiuon-tcinfiarTimat-cn ir.au;okr.nlune diseaSe.rr.aK&s possible che-c: ^gnosis*?? _ 
this cor.ditionin hilmans by identifying iht presence of the polymorphism. 

■ " Polymorphisms can be identified in a variety of ways known in the an which aii 
generally involve obtaining a sample from a patient, analyzing DNA from the sample, 

10 optionally involving isolation or amplification of the DNA, and identifying the presence 
of the polymorphism in the DNA. For example, PCR may be used to amplify an 
appropriate fragment of genomic DNA which may then be sequenced. Alternatively, the 
DNA may be subjected to allele-specific oligonucleotide hybridization (in which 
appropriate oligonucleotides are hybridized to the DNA under conditions permitting 

15 detection of a single base mismatch) or to a single nucleotide extension assay (in which 
an oligonucleotide that hybridizes immediately adjacent to the position of the 
polymorphism is extended with one or more labeled nucleotides). In addition, traditional . 
restriction fragment length polymorphism analysis (using restriction enzymes that 
provide differential digestion of the genomic DNA depending on the presence or absence 

20 of the polymorphism) may be performed Arrays with nucleotide sequences of the 

present invention can be used to detect polymorphisms. The array can comprise modified 
nucleotide sequences of the present invention in order to detect the nucleotide sequences 
of the present invention. In the alternative, any one of the nucleotide sequences of the 
present invention can be placed on the array to detect changes from those sequences. . 

25 Alternatively a polymorphism resulting in a change in the amino acid sequence 

could also be detected by detecting a corresponding change in amino acid sequence of the 
protein, e.g., by an antibody specific to the variant sequence. 

5-7.20 ARTHRITIS AND INFLAMMATION 

30 The immunosuppressive effects of the compositions of the invention against 

rheumatoid arthritis is determined in an experimental animal model system. The 
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experimental model system is adjuvant induced arthritis in rats, and the protocol is 
described by J. Holoshitz, et at, 1983, Science, 219:56, or by B. Waksman et al., 1963, 
Int. Arch. Allergy Appl. Immunol., 23:129. Induction of the disease can be caused by a 
single injection, generally intradermally, of a suspension of killed Mycobacterium 

" "5 ' :^ercitl©sis'iti:oe.mplete preund's adjuvant (CFAX The rpute of Snjecticnrcan vary, but ■ 
"V :i^sir.ivy : b*e injected TLfchebose.of&e-ttui vvltrvajvc^^ 
• ' . .administered in phosphate buffered solution i PBS 1 at a dose of; about lo mg/kg. The -\ 
" control consists of administering PBS only. 

The procedure for testing the effects of the test compound would consist of 
10 intradermally injecting killed Mycobacterium tuberculosis in CPA followed by 

immediately administering the test compound and subsequent treatment every other day 
until day 24. At 14, 15, 18, 20, 22, and 24 days after injection of Mycobacterium CFA, an 
overall arthritis score may be obtained as described by J. Holoskitz above. An analysis of 
the data would reveal that the test compound would have a dramatic affect on the 
1 5 swelling of the joints as measured by a decrease of the arthritis score. 

5.8 THERAPEUTIC METHODS 

The compositions (including polypeptide fragments, analogs, variants and 
20 antibodies or other binding partners or modulators including antisense polynucleotides) 
of the invention have numerous applications in a variety of therapeutic methods. 
Examples of therapeutic applications include, but are not limited to, those exemplified 
herein. 

25 5.8.1 EXAMPLE 

One embodiment of the invention is the administration of an effective amount of 
the UR-like polypeptides or other composition of the invention to individuals affected 
a disease or disorder that can be modulated by regulating the soluble immunoglobulin 
receptor of the invention. While the mode of administration is not particularly important 
30 parenteral administration is preferred. An exemplary mode of administration is to delive: 
an intravenous bolus. The dosage of IIR-Iike polypeptides or other composition of the 
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invention will normally be 'determined by the prescribing physician. It is to be expected 
that the dosage will vary according to the age, weight, condition and response of .the 
individual patient. Typically, the amount of polypeptide administered per dose will be in 
the range of about O.Olug/kg to 100 mg/kg of body weight, with the preferred dose being 

5 about 0.4ugficg.tQ 10 mg/kg of j>atiem body weight. Pot" parenteral administration, UlR- 

*. ' *Iike pchi?eptid&5 bf tte.invsn^ wilibefotTni^ 

a pharmaceiitical i>\acceptab!e : parenteral A;ehicle. . Such vehicles are well knb'-vn the art 
and examples include water, saline, Ringers solution, dextrose solution, and solutions 
consisting of small amounts of the human serum albumin. The vehicle may contain 
10 minor amounts of additives that maintain the isotonicity and stability of the polypeptide 
or other active ingredient. The preparation of such solutions is within the skill of the art. 

5.9 PHARMACEUTICAL FORMULATIONS AND ROUTES OF 
15 ADMINISTRATION 

A protein or other composition of the present invention (from whatever source 
derived, including without limitation from recombinant and non-recombinant sources and 
including antibodies and other binding partners of the polypeptides of the invention) may 
be administered to a patient in need, by itself, or in pharmaceutical compositions where it 

20 is mixed with suitable carriers or excipient(s) at doses to treat or ameliorate a variety of 
disorders. Such a composition may optionally contain (in addition to protein or other 
active ingredient and a carrier) diluents, fillers, salts, buffers, stabilizers, solubilizers, and 
other materials well known in the art. The term "pharmaceutically acceptable" means a 
non-toxic material that does not interfere with the effectiveness of the biological activity 

25 of the active ingredient(s). The characteristics of the carrier will depend on the route of 
administration. The pharmaceutical composition of the invention may also contain 
cytokines, lymphokines, or other hematopoietic factors such as M-CSF, GM-CSF, TNF, 
IL-l, IL-2, DL-3, IL-4, IL-5, TL-6, DL-7, IL-8, IL-9, IL-10, IL-11, IL-12, IL-13, IL-14, ILr 
15, IFN, TNFO, TNF1, TNF2, G-CSF, Meg-CSF, thrombopoietin, stem cell factor, and 

30 erythropoietin. In further compositions, proteins of the invention may be combined with 
other agents beneficial to the treatment of the disease or disorder in question. These 
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agents include various growth factors such as epidermal growth factor (EGF), platelet- 
derived growth factor (PDGF), transfoiming growth factors (TGF-a and TGF-p), insulin- 
like growth factor (IGF), as well as cytokines described herein. 

. The .pharmaceutical composition may further contain other agents which either . 
5 enhance the- acriviry of the protein'-or other active ingredient Or complement its activity or ' 
. • " f£5£ in t?eittm.e^ ' . • ;/ 

' phannaceuiical conposkionto produce a $ynergisiic Effect with prbxeirt or.other active-, 
ingredient of the invention, or to minimize side effects. ' Conversely, protein or other " 
active ingredient of the present invention may be included in formulations of the 

10 particular clotting factor, cytokine, lymphokine, other hematopoietic factor, thrombolytic 
or antithrombotic factor, or anti- inflammatory agent to minimize side effects of the 
clotting factor, cytokine, lymphokine, other hematopoietic factor, thrombolytic or anti- 
thrombotic factor, or anti-inflammatory agent (such as JL-lRa, IL-1 Hyl, IL-1 Hy2, anti- 
TNF, corticosteroids, immunosuppressive agents). A protein of the present invention 

1 5 may be active in multimers (e.g., heterodimers or homodimers) or complexes with itself 
or other proteins. As a result, pharmaceutical compositions of the invention may 
comprise a protein of the invention in such multimeric or complexed form. 

As an alternative to being included in a pharmaceutical composition of the 
invention including a first protein, a second protein or a therapeutic agent may be 

20 concurrently administered with the first protein (e.g., at the same time, or at differing 

times provided that therapeutic concentrations of the combination of agents is achieved at 
the treatment site). Techniques for formulation and administration of the compounds of 
the instant application maybe found in "Remington's Pharmaceutical Sciences," Mack . 
Publishing Co., Easton, PA, latest edition. A therapeutically effective dose further refers 

25 to that amount of the compound sufficient to result in amelioration of symptoms, e.g. , 
treatment, healing, prevention or amelioration of the relevant medical condition, or an 
increase in rate of treatment, healing, prevention or amelioration of such conditions. 
When applied to an individual active ingredient, administered alone, a therapeutically 
effective dose refers to that ingredient alone. When applied to a combination, a 

30 therapeutically effective dose refers to combined amounts of the active ingredients that 
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result in the therapeutic effect, whether administered in combination, serially or 
simultaneously. 

In practicing the method of treatment or use of the present invention, a 
therapeutically effective amount of protein or other active ingredient of the present 
5 • invention is .administered to a manjmal having a condition to bfe feared^ /Protein or .other 
; ao:ive ar.greciem of th^tRSMtdnvdptfcr. rna^ be adxnini .s;er<?d in\a<fcordance-wilh the ' - 
. method of :he inventipii either alone or in^ombiQatjori with o.ther jtheriipies such as ' 
treatments employing cytokines, lymphtfkihes or other hematopoietic factors. When co- " 
administered with one or more cytokines, lymphokines or other hematopoietic factors, 
10 protein or other active ingredient of the present invention may be administered either 
simultaneously with the cytokine(s), lymphokine(s), other hematopoietic factors), 
thrombolytic or antithrombotic factors, or sequentially. If administered sequentially, the 
attending physician will decide on the appropriate sequence of administering protein or 
other active ingredient of the present invention in combination with cytokine(s), 
15 lymphokine(s), other hematopoietic factor(s), thrombolytic or antithrombotic factors. 

5.9.1 ROUTES OF ADMINISTRATION 

Suitable routes of administration may, for example, include oral, rectal, 
transmucosal, or intestinal administration; parenteral delivery, including intramuscular, 

20 subcutaneous, intramedullary injections, as well as intrathecal, direct intraventricular, 
intravenous, intraperitoneal, intranasal, or intraocular injections. Administration of 
protein or other active ingredient of the present invention used in the pharmaceutical 
composition or to practice the method of the present invention can be carried out in a 
variety of conventional ways, such as oral ingestion, inhalation, topical application or 

25 cutaneous, subcutaneous, intraperitoneal, parenteral or intravenous injection. Intravenous 
administration to the patient is preferred. 

Alternately, one may administer the compound in a local rather than systemic 
manner, for example, via injection of the compound directly into a arthritic joints or in 
fibrotic tissue, often in a depot or sustained release formulation. In order to prevent the 

30 scarring process frequently occurring as complication of glaucoma surgery, the 

compounds may be administered topically, for example, as eye drops. Furthermore, one 
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may administer the drug in a targeted drug delivery system, for example, in a liposome 
coated with a specific antibody, targeting, for example, arthritic or fibrotic tissue. The 
liposomes will be targeted to and taken up selectively by the afflicted tissue. 

The pplypeptides of the invention are administered by any route that delivers an 
5 effective dosage to the desired site of action. The determination of asuitable roGteDf ■ - - • 
•adm!nistrairicn^rd : an.efiecti^e -dbSage for^ptaniciiiar indication is ^thin che'levei .of : ' 
9 skii! in the art. Preferably for wound treatment, one administers"^ therapeutic 
compound directly to the site. Suitable dosage ranges for the polypeptides of the 
invention can be extrapolated from these dosages or from similar studies in appropriate 
10 animal models. Dosages can then be adjusted as necessary by the clinician to provide 
maximal therapeutic benefit 

5.9.2 COMPOSITIONSyFORMULATIONS 

Pharmaceutical compositions for use in accordance with the present invention 

15 thus may be formulated in a conventional manner using one or more physiologically 
acceptable carriers comprising excipients and auxiliaries which facilitate processing of 
the active compounds into preparations which can be used pharmaceutical^. These 
pharmaceutical compositions may be manufactured in a manner that is itself known, e.g., 
by means of conventional mixing, dissolving, granulating, dragee-making, levigating, 

20 emulsifying, encapsulating, entrapping or lyophilizing processes. Proper formulation is 
dependent upon the route of administration chosen. When a therapeutically effective 
amount of protein or other active ingredient of the present invention is administered 
orally, protein or other active ingredient of the present invention will be in the form of a 
tablet, capsule, powder, solution or elixir. When administered in tablet form, the 

25 pharmaceutical composition of the invention may additionally contain a solid carrier such 
as a gelatin or an adjuvant. The tablet, capsule, and powder contain from about 5 to 95% 
protein or other active ingredient of the present invention, and preferably from about 25 
to 90% protein or other active ingredient of the present invention. When administered in 
liquid form, a liquid carrier such as water, petroleum, oils of animal or plant origin such 

30 as peanut oil, mineral oil, soybean oil, or sesame oil, or synthetic oils may be added. The 
liquid fonn of the pharmaceutical composition may further contain physiological saline 
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solution, dextrose or other saccharide solution, or glycols sufch as ethylene glycol, 
propylene glycol or polyethylene glycol. When administered in liquid form, the 
pharmaceutical composition contains from about 0.5 to 90% by weight of protein or other 
active ingredient of the present invention, and preferably from about 1 to 50% protein or 
5 other active ingredient of the present invention. ' ' " - 

a therapeuticaily-effecviv* amount of proieiwor sther aetiye.i'ngfedier.t of ... 
xhe-preseni indention is administered by intravenous, cutaneous or subcutaneous 
injection, protein or other active ingredient of the present invention will be in the forin of 
a pyrogen-free, parenterally acceptable aqueous solution. The preparation of such 

10 parenterally acceptable protein or other active ingredient solutions, having due regard to 
pH, isptonicity, stability, and the like, is within the skill in the art. A preferred 
pharmaceutical composition for intravenous, cutaneous, or subcutaneous injection should 
contain, in addition to protein or other active ingredient of the present invention, an 
isotonic vehicle such as Sodium Chloride Injection, Ringer's Injection, Dextrose 

1 5 Injection, Dextrose and Sodium Chloride Injection, Lactated Ringer's Injection, or other 
vehicle as known in the art. The pharmaceutical composition of the present invention 
may also contain stabilizers, preservatives, buffers, antioxidants, or other additives 
known to those of skill in the art. For injection, the agents of the invention may be 
formulated in aqueous solutions, preferably in physiologically compatible buffers such as 

20 Hanks 's solution, Ringer's solution, or physiological saline buffer. For transmucosal 
administration, penetrants appropriate to the barrier to be permeated are used in the 
formulation. Such penetrants are generally known in the art. 

For oral administration, the compounds can be formulated readily by combining 
the active compounds with pharmaceutical^ acceptable carriers well known in the art. 

25 Such carriers enable the compounds of the invention to be formulated as tablets, pills, 
dragees, capsules, liquids, gels, syrups, slurries, suspensions and the like, for oral 
ingestion by a patient to be treated. Pharmaceutical preparations for oral use can be 
obtained solid excipient, optionally grinding a resulting mixture, and processing the 
mixture of granules, after adding suitable auxiliaries, if desired, to obtain tablets or 

30 dragee cores. Suitable excipients are, in particular, fillers such as sugars, including 

lactose, sucrose, mannitol, or sorbitol; cellulose preparations such as, for example, maize 
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starch, wheat starch, rice starch, potato starch, gelatin, gum tragacanth, methyl cellulose, 
hydroxypropylmethyl-cellulose, sodium carboxymethylcellulose, and/or 
polyvinylpyrrolidone (PVP). If desired, disintegrating agents may be added, such as the 
cross-linked polyvinyl pyrrolidone, agar, or alginic acid or a salt thereof such as sodium 

„5 alginate. :Dragee-cWes afe-yroviged- with suitable coatings. For this purpose, 

. ^one3n^ated.sugar sdkitlpnsrcay^ gUv* i^bis/taJe.. 

polyvinyl pyrrolidone.. carbopo! gel. polyethylene giycbl. m<Lot litaniuni dioxide," lacquer 
■solutions, and suitable Organic solvents or soivent mixtures. JDyestuffs or piginents'ihay 
be added to the tablets or dragee coatings for identification or to characterize different 

10 combinations of active compound doses. 

Pharmaceutical preparations which can be used orally include push-fit capsules 
made of gelatin, as well as soft, sealed capsules made of gelatin and a plasticizer, such as 
glycerol or sorbitol. The push-fit capsules can contain the active ingredients in admixture 
with filler such as lactose, binders such as starches, and/or lubricants such as talc or 

15 magnesium stearate and, optionally, stabilizers. In soft capsules, the active compounds 
may be dissolved or suspended in suitable liquids, such as fatty oils, liquid paraffin, or 
liquid polyethylene glycols.. In addition, stabilizers may be added. All formulations for 
oral administration should be in dosages suitable for such administration. For buccal 
administration, the compositions may take the form of tablets or lozenges formulated in 

20 conventional manner. 

For administration by inhalation, the compounds for use according to the present 
invention are conveniently delivered in the form of an aerosol spray presentation from 
pressurized packs or a nebuliser, with the use of a suitable propellant, e.g., 
dichlorodifluoromethane, trichlorofluoromethane, dichlorotetrafluoroethane, carbon 

25 dioxide or other suitable gas. hi the case of a pressurized aerosol the dosage unit may be 
determined by providing a valve to deliver a metered amount. Capsules and cartridges 
of, e.g., gelatin for use in an inhaler or insufflator may be formulated containing a powder 
mix of the compound and a suitable powder base such as lactose or starch. The 
compounds may be f oimulated for parenteral administration by injection, e.g. , by bolus 

30 injection or continuous infusion. Formulations for injection may be presented in unit 
dosage fonn, e.g., in ampules or in multi-dose containers, with an added preservative. 
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The compositions may take such forms as suspensions, solutions or emulsions in oily or 
aqueous vehicles, and may contain formulatoiy agents such as suspending, stabilizing 
and/or dispersing agents. 

Pharmaceutical formulations for parenteral administration include aqueous 
solutions of the.active compounds in water-soluble form; Additionally.- suspensions of 
. . &e"^tive c^nfpounds mOv be. prepared as apprspri ate. 63> -i» lection -suspensions; 
'Suitable lipophilic solvents or vehicles inciude fatiy oih such as 'sesame* oil. -or s>T:ihetic 
fatty acid esters, such as ethyi oieate ortrigjycerices, orlipbsomes. -Aqueous injection 
suspensions may contain substances which increase the viscosity of the suspension, such 
as sodium carboxymethyl cellulose, sorbitol, or dextran. Optionally, the suspension may 
also contain suitable stabilizers or agents which increase the solubility of the compounds 
to allow for the preparation of highly concentrated solutions. Alternatively, the active 
ingredient may be in powder form for constitution with a suitable vehicle, e.g., sterile 
pyrogen-free water, before use. 

The compounds may also be formulated in rectal compositions such as 
suppositories or retention enemas, e.g., containing conventional suppository bases such as 
cocoa butter or other glycerides. In addition to the formulations described previously, the 
compounds may also be formulated as a depot preparation. Such long acting 
formulations may be administered by implantation (for example subcutaneously or 
intramuscularly) or by intramuscular injection. Thus, for example, the compounds may 
be formulated with suitable polymeric or hydrophobic materials (for example as an 
emulsion in an acceptable oil) or ion exchange resins, or as sparingly soluble derivatives, 
for example, as a sparingly soluble salt. 

A pharmaceutical carrier for the hydrophobic compounds of the invention is a co- 
solvent system comprising benzyl alcohol, a nonpolar surfactant, a water-miscible 
organic polymer, and an aqueous phase. The co-solvent system may be the VPD co- 
solvent system. VPD is a solution of 3% w/v benzyl alcohol, 8% w/v of the nonpolar 
surfactant polysorbate 80, and 65% w/v polyethylene glycol 300, made up to volume in 
absolute ethanol. The VPD co-solvent system (VPD:5W) consists of VPD diluted 1:1 
with a 5% dextrose in water solution. This co-solvent system dissolves hydrophobic 
compounds well, and itself produces low toxicity upon systemic administration. 
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Naturally, the proportions of a co-solvent system may be varied considerably without 
destroying its solubility and toxicity characteristics. Furthermore, the identity of the co- 
solvent components may be varied: for example, other low-toxicity nonpolar surfactants 
may be used instead of polysorbate 80; the fraction size of polyethylene glycol may be 

" 5 varied: 'cthdr*bipcompatible pol:>^ersrmSy replace peketMene^lycol/.e/g.^slwinyl • 
■ • • .p^TTOlicoxte: ^ ' ' . 

. Alternatively, ether .deliver.- svstsms -ror hydrophobic pharmaceutical compounds may be " 
employed. Liposomes and emulsions are well kndwn examples of delivery vehicles of 
carriers for hydrophobic drugs. Certain organic solvents such as dimethylsulfoxide also 

10 may be employed, although usually at the cost of greater toxicity. Additionally, the 
compounds may be delivered using a sustained-release system, such as semipermeable 
matrices of solid hydrophobic polymers containing the therapeutic agent. Various types 
of sustained-release materials have been established and are well known by those skilled 
in the art. Sustained-release capsules may, depending on their chemical nature, release 

15 the compounds for a few weeks up to over 100 days. Depending on the chemical nature 
and the biological stability of the therapeutic reagent, additional strategies for protein or 
other active ingredient stabilization may be employed. 

The pharmaceutical compositions also may comprise suitable solid or gel phase 
carriers or excipients. Examples of such carriers or excipients include but are not limited 

20 to calcium carbonate, calcium phosphate, various sugars, starches, cellulose derivatives, 
gelatin, and polymers such as polyethylene glycols. Many of the active ingredients of the 
invention may be provided as salts with pharmaceutically compatible counter ions. Such 
pharmaceutically acceptable base addition salts are those salts which retain the biological 
effectiveness and properties of the free acids and which are obtained by reaction with 

25 inorganic or organic bases such as sodium hydroxide, magnesium hydroxide, ammonia, 
trialkylamine, dialkylamine, monoalkylamine, dibasic amino acids, sodium acetate, 
potassium benzoate, triethanol amine and the like. 

The pharmaceutical composition of the invention may be in the form of a 
complex of the protein(s) or other active ingredient of present invention along with 

30 protein or peptide antigens. The protein and/or peptide antigen will deliver a stimulatory 
signal to both B and T lymphocytes. B lymphocytes will respond to antigen through their 
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surface immunoglobulin receptor. T lymphocytes will respond to antigen through the T 
cell receptor (TCR) following presentation of the antigen by MHC proteins. MHC and 
structurally related proteins including those encoded by class I and class II MHC genes 
on host cells will serve to present the peptide antigen(s) to T lymphocytes. The -antigen 
' .'5 '""coTn'pOR&ms could also'be supplied as purified'MHC-peptide complexes alone t>r%vi?h c&- 
> stirtuiat^fy^Qleoiles^hat-^ directlv si|nalT cell*. Al^Sitively ^tibod:e^ 'u?le to , 
bind surface Sfnmunbgiobutin and other molecules on"B ceils as well as antibodies able to ' 
bind the TCR and Other molecules on T ceils Can* be combir.edwiihihe pharmaceutical 
composition of the invention. 

10 The pharmaceutical composition of the invention may be in the form of a 

liposome in which protein of the present invention is combined, in addition to other 
pharmaceutical^ acceptable carriers, with amphipathic agents such as lipids which exist 
in aggregated form as micelles, insoluble monolayers, liquid crystals, or lamellar layers 
in aqueous solution. Suitable lipids for liposomal formulation include, without limitation, 

15 monoglycerides, diglycerides, sulfatides, lysolecithins, phospholipids, saponin, bile acids, 
and the like. Preparation of such liposomal formulations is within the level of skill in the 
art, as disclosed, for example, in U.S. Patent Nos. 4,235,871; 4,501,728; 4,837,028; and 
4,737,323, all of which are incorporated herein by reference. 

The amount of protein or other active ingredient of the present invention in the 

20 pharmaceutical composition of the present invention will depend upon the nature and 
severity of the condition being treated, and on the nature of prior treatments which the 
patient has undergone. Ultimately, the attending physician will decide the amount of 
protein or other active ingredient of the present invention with which to treat each 
individual patient. Initially, the attending physician will administer low doses of protein 

25 or other active ingredient of the present invention and observe the patient's response. 
Larger doses of protein or other active ingredient of the present invention may be 
administered until the optimal therapeutic effect is obtained for the patient, and at that 
point the dosage is not increased further. It is contemplated that the various 
pharmaceutical compositions used to practice the method of the present invention should 

30 contain about 6.01 jug to about 100 mg (preferably about 0.1 fxg to about 10 mg, more 
preferably about CLl fig to about 1 mg) of protein or other active ingredient of the present 
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invention per kg body weight For compositions of the present invention which are 
useful for bone, cartilage, tendon or ligament regeneration, the therapeutic method 
includes administering the composition topically, systematically, or locally as an implant 
or device. When administered, the therapeutic composition for u§e in this invention is, of 
"'^r^ounMn a- pyro gen-free, .physioWdcallv acceptable form. Fiifther. the eomposition rtiay 
J* -desirably ^enqapsylatec} ©reinjected ; m a viscous fcfari for delker\;:o' rKe^i'r^of yon^, . 
".cartilage or tissue damage. "Topical administration may.be sui:a*ble for t wound healing 
and tissue repair. Therapeutically useful agents other than a protein or other active 
ingredient of the invention which may also optionally be included in the composition as 
10 described above, may alternatively or additionally, be administered simultaneously or 
sequentially with the composition in the methods of the invention. Preferably for bone 
and/or cartilage formation, the composition would include a matrix capable of delivering 
the protein-containing or other active ingredient-containing composition to the site of 
bone and/or cartilage damage, providing a structure for the developing bone and cartilage 
1 5 and optimally capable of being resorbed into the body. Such matrices may be formed of 
- materials presently in use for other implanted medical applications. 

The choice of matrix material is based on biocompatibility, biodegradability, 
mechanical properties, cosmetic appearance and interface properties. The particular 
application of the compositions will define the appropriate formulation. Potential 
20 matrices for the compositions may be biodegradable and chemically defined calcium 
sulfate, tricalcium phosphate, hydroxyapatite, polylactic acid, polyglycolic acid and 
polyanhydrides. Other potential materials are biodegradable and biologically well- 
defined, such as bone or dermal collagen. Further matrices are comprised of pure 
proteins or extracellular matrix components. Other potential matrices are 
25 nonbiodegradable and chemically defined, such as sintered hydroxyapatite, bioglass, 

aluminates, or other ceramics. Matrices may be comprised of combinations of any of the 
above mentioned types of material, such as polylactic acid and hydroxyapatite or 
collagen and tricalcium phosphate. The bioceramics may be altered in composition, such 
as in calcium-aluminate-phosphate and processing to alter pore size, particle size, particle 
30 shape, and biodegradability. Presently preferred is a 50:50 (mole weight) copolymer of 
lactic acid and glycolic acid in the form of porous particles having diameters ranging 



105 



WO 02/066600 PCT/USO 1/49435 



from 150 to 800 microns. In some applications, it will be useful to utilize a sequestering 
agent, such as carboxymethyl cellulose or autologous blood clot, to prevent the protein 
compositions from disassociating from the matrix. 

.A preferred family of sequestering agents is cellulosic materials such as 
5 alkylcelliiloseiCinda^ 

... echykeT!^3sa^^^^ . 
. ^ methylceliuiose. and capbox>7netlv/iceIiuloser5iie ; mosVpreferred being caiionic salts-cf 
carboxymethylceliulose (CMC). Other preferred sequestering agents include hyaluronic 
acid, sodium alginate, poly(ethylene glycol), polyoxyethylene oxide, carboxyvinyl 

10 polymer and poly(vinyl alcohol). The amount of sequestering agent useful herein is 0.5- 
20 wt %, preferably 1-10 wt % based on total formulation weight, which represents the 
amount necessary to prevent desoiption of the protein from the polymer matrix and to 
provide appropriate handling of the composition, yet not so much that the progenitor cells 
are prevented from infiltrating the matrix, thereby providing the protein the opportunity 

15 to assist the osteogenic activity of the progenitor cells. In further compositions, proteins 
or other active ingredient of the invention may be combined with other agents beneficial 
to the treatment of the bone and/or cartilage defect, wound, or tissue in question. These 
agents include various growth factors such as epidermal growth factor (EGF), platelet 
derived growth factor (PDGF), transforming growth factors (TGF-oc andTGF-p), and 

20 insulin-like growth factor (IGF). 

The therapeutic compositions are also presently valuable for veterinary 
applications. Particularly domestic animals and thoroughbred horses, in addition to 
humans, are desired patients for such treatment with proteins or other active ingredient of 
the present invention. The dosage regimen of a protein-containing pharmaceutical 

25 composition to be used in tissue regeneration will be determined by the attending 
physician considering various factors which modify the action of the proteins, e.g., 
amount of tissue weight desired to be formed, the site of damage, the condition of the 
damaged tissue, the size of a wound, type of damaged tissue (e.g., bone), the patient's 
age, sex, and diet, the severity of any infection, time of administration and other clinical 

30 factors. The dosage may vary with the type of matrix used in the reconstitution and with 
inclusion of other proteins in the pharmaceutical composition. For example, the addition 
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of other known growth factors, such as IGF I (insulin like growth factor I), to the final 
composition, may also effect the dosage. Progress can be monitored by periodic 
assessment of tissue/bone growth and/or repair, for example, X-rays, histomoiphometric 
determinations and tetracycline labeling. 
5 Polynucleotides' of the .present invention can 'also be used for gerte -therapy. Such 

. oelvnuGlectides can ^introduced .eiihentfi -vi ? /o orex vivo in:o*ce!is for expression in -a 
mammalian subjec:. Pclvnucfectides of the invention may aiso'be administered by ether 
known methods for introduction of nucleic acid into a cell or organism (including, 
without limitation, in the form of viral vectors or naked DNA). Cells may also be 
10 cultured ex vivo in the presence of proteins of the present invention in order to proliferate 
or to produce a desired effect on or activity in such cells. Treated cells can then be 
introduced in vivo for therapeutic purposes. 

5.9.3 EFFECTIVE DOSAGE 

15 Pharmaceutical compositions suitable for u$e in the present invention include 

compositions wherein the active ingredients are contained in an effective amount to 
achieve its intended purpose. More specifically, a therapeutically effective amount 
means an amount effective to prevent development of or to alleviate the existing 
symptoms of the subject being treated; Determination of the effective amount is well 

20 within the capability of those skilled in the art, especially in light of the detailed 

disclosure provided herein. For any compound used in the method of the invention, the 
therapeutically effective dose can be estimated initially from appropriate in vitro assays. 
For example, a dose can be formulated in animal models to achieve a circulating 
concentration range that can be used to more accurately determine useful doses in 

25 humans. For example, a dose can be formulated in animal models to achieve a 

circulating concentration range that includes the IC50 as determined in cell culture (£<?., 
the concentration of the test compound which achieves a half-maximal inhibition of the 
protein's biological activity). Such information can be used to more accurately determine 
useful doses in humans. 

30 A therapeutically effective dose refers to that amount of the compound that results 

in amelioration of symptoms or a prolongation of survival in a patient. Toxicity and 
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therapeutic efficacy of such compounds can be determined by standard pharmaceutical 
procedures in cell cultures or experimental animals, e.g., for determining the LD 50 (the 
dose lethal to 50% of the population) and the ED50 (the dose therapeutically effective in 
50% of the population). The dose ratio between toxic and therapeutic effects is the 
1 . *herip£utic -index and it.can be expressed as-the ratio between LD 5 n and : ED 5 ,s. - : 

. . - Gc^.poun^sivhich e"xhiSu;high therapeutic indices :ire -preferred'. rheidatu.jDb^ir.edfrorn 
these cell culture assays and animal* studies can be used m formuiating CLTAnge oudosage 
for use in human. The dosage of such compounds lies preferably within a range of 
circulating concentrations that include the ED 50 with little or no toxicity. The dosage 

10 may vary within this range depending upon the dosage form employed and the route of 
administration utilized. The exact formulation, route of administration and dosage can be 
chosen by the individual physician in view of the patient's condition. See, e.g. 7 Fingl et 
aL, 1975, in 'The Pharmacological Basis of Therapeutics", Ch. 1 p.l. Dosage amount 
and interval may be adjusted individually to provide plasma levels of the active moiety 

15 which are sufficient to maintain the desired effects, or minimal effective concentration 
(MEC), The MEC will vary for each compound but can be estimated from in vitro data. 
Dosages necessary to achieve the MEC will depend on individual characteristics and 
route of administration. However, HPLC assays or bioassays can be used to determine 
plasma concentrations. 

20 Dosage intervals caii also be determined using MEC value. Compounds should 

be administered using a regimen which maintains plasma levels above the MEC for 10- 
90% of the time, preferably between 30-90% and most preferably between 50-90%. In 
cases of local administration or selective uptake, the effective local concentration of the 
drug may not be related to plasma concentration. 

25 An exemplary dosage regimen for polypeptides or other compositions of the 

invention will be in the range of about 0.01 fxg/kg to 100 mg/kg of body weight daily, 
with the preferred dose being about 0.1 jxg/kg to 25 mg/kg of patient body weight daily, 
varying in adults and children. Dosing may be once daily, or equivalent doses may be 
delivered at longer or shorter intervals. 
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Hie amount of composition administered will, of course, be dependent on the 
subject being treated, on the subject's age and weight, the severity of the affliction, the 
manner of administration and the judgment of the prescribing physician. 

5' 5.9.4 PACKAGING - . */. - 

""' The "compositions *na^^^^ * . 

which nay cpntain one ormore..unit dQsage forms containing' the active ingredient. The- 
pack may, for example, comprise rnetal or plastic foil, such as a blister pack. The pack or 
dispenser device may be accompanied by instructions for administration. Compositions 
10 comprising a compound of the invention formulated in a compatible pharmaceutical 
earner may also be prepared, placed in an appropriate container, and labeled for 
treatment of an indicated condition. 

5.10 ANTIBODIES 

15 Another aspect of the invention is an antibody that specifically binds the 

polypeptide of the invention. Such antibodies can be either monoclonal or polyclonal 
antibodies, as well fragments thereof, and humanized forms or fully human forms, such 
as those produced in transgenic animals. The invention further provides a hybridoma that 
produces an antibody according to the invention. Antibodies of the invention are useful 

20 for detection and/or purification of the polypeptides of the invention. 

Protein of the invention may also be used to immunize animals to obtain 
polyclonal and monoclonal antibodies which specifically react with the protein. Such 
antibodies may be obtained using either the entire protein or fragments thereof as an 
immunogen. The peptide immunogens additionally may contain a cysteine residue at the 

25 carboxyl terminus, and are conjugated to a hapten such as keyhole limpet hemocyanin 
(KLH). Methods for synthesizing such peptides are known in the art, for example, as in 
R. P. Merrifield, J. Amer. Chem. Soc. 85, 2149-2154 (1963); J. L. Krstenansky, et al., 
FEBS Lett 211, 10 (1987). Monoclonal antibodies binding to the protein of the invention 
may be useful diagnostic agents for the immunodetection of the protein. Neutralizing 

30 monoclonal antibodies binding to the protein may also be useful therapeutics for both 
conditions associated with the protein and also in the treatment of some forms of cancer 
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where abnormal expression of the protein is involved. In the case of cancerous cells or 
leukemic cells, neutralizing monoclonal antibodies against the protein may be useful in 
detecting and preventing the metastatic spread of the cancerous cells, which may be 
• mediated by the protein. In general, techniques for. preparing polyclonal and monoclonal 

. 5 . ' antibodies as well is hybndom'as capable of producing the desired-antibedy are well ' 
- : kr.o\vr.;;r^ Labprapry - . - 

. ■ ■ Techniques in Bicchenrii spry '.and Molecular Biology, Elsevier Science Publishers. 

Amsterdam, The Netherlands (1984); St. Groth et al., J. Immunol. 35:1-21 (1990); Kohler 
and Milstein, Nature 256:495-497 (1975)), the trioma technique, the human B-cell 

10 hybridoma technique (Kozbor et al., Immunology Today 4:72 (1 983); Cole et al., in 
Monoclonal Antibodies and Cancer Therapy, Alan R. Liss, Inc. (1985), pp. 77-96). 

Any animal (mouse, rabbit, etc.) which is known to produce antibodies can be 
immunized with a peptide or polypeptide of the invention. Methods for immunization are 
well known in the art. Such methods include subcutaneous or intraperitoneal injection of 

15 the polypeptide. One skilled in the art will recognize that the amount of the protein 
encoded by the OKF of the present invention used for immunization will vary based on 
the animal which is immunized, the antigenicity of the peptide and the site of injection. 
The protein that is used as an immunogen may be modified or administered in an 
adjuvant in order to increase the protein's antigenicity. Methods of increasing the 

20 antigenicity of a protein are well known in the art and include, but are not limited to, 

coupling the antigen with a heterologous protein (such as globulin or ?-galactosidase) or 
through the inclusion of an adjuvant during immunization. 

For monoclonal antibodies, spleen cells from the immunized animals are 
removed, fused with myeloma cells, such as SP2/0-Agl4 myeloma cells, and allowed to 

25 become monoclonal antibody producing hybridoma cells. Any one of a number of 

methods well known in the art can be used to identify the hybridoma cell which produces 
an antibody with the desired characteristics. These include screening the hybridomas with 
an EUSA assay, western blot analysis, or radioimmunoassay (Lutz et al., Exp. Cell 
Research. 175:109-124 (1988)). Hybridomas secreting the desired antibodies are cloned 

30 and the class and subclass is determined using procedures known in the art (Campbell, 
A.M., Monoclonal Antibody Technology: Laboratory Techniques in Biochemistry and 
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Molecular Biology, Elsevier Science Publishers, Amsterdam, The Netherlands(1984)). 
Techniques described for the production of single chain antibodies (U.S. Patent 
4,946,778) can be adapted to produce single chain antibodies to proteins of the present 
invention. 

~~5" " For polyclonal afitibodfe$ s .aritjbody<on^^ 

; imms^z^ar^ . V 

specificity using one of the above-described procedures. The present .in ventibn further 
provides the above-described antibodies in delectably labeied form. Antibodies can be 
delectably labeled through the use of radioisotopes, affinity labels (such as biotin, avidiri, 

10 etc.), enzymatic labels (such as horseradish peroxidase, alkaline phosphatase, etc.) 
fluorescent labels (such as FTTC or rhodamine, etc.), paramagnetic atoms, etc. 
Procedures for accomplishing such labeling are well known in the art, for example, see 
(Sternberger, L.A. et al., J. Histochem. Cytochem. 18:315 (1970); Bayer, E.A. et al., 
Meth. Enzym. 62:308 (1979); Engval, E. et al., Immunol. 109:129 (1972); Goding, J.W. 

15 J. Immunol. Meth. 13:215 (1976)). 

. The labeled antibodies of the present invention can be used for in vitro, in vivo, 
and in situ assays to identify cells or tissues in which a fragment of the polypeptide of 
interest is expressed. The antibodies may also be used directly in therapies or other 
diagnostics. The present invention further provides the above-described antibodies 

20 immobilized on a solid support. Examples of such solid supports include plastics such as 
polycarbonate, complex carbohydrates such as agarose and Sepharose, acrylic resins and 
such as polyacrylamide and latex beads. Techniques for coupling antibodies to such solid 
supports are well known in the art (Weir, D.M. et al., "Handbook of Experimental 
Immunology" 4th Ed, Blackwell Scientific Publications, Oxford, England, Chapter 10 

25 (1986); Jacoby, W.D. et al., Meth. Enzym. 34 Academic Press, N.Y. (1974)). The 

immobilized antibodies of the present invention can be used for in vitro, in vivo, and in 
situ assays as well as for immuno-affinity purification of the proteins of the present 
invention. 

30 5.10.1 HUMAN ANTIBODIES 
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Fully human antibodies relate to antibody molecules in which essentially the 
entire sequences of both the light chain and the heavy chain, including the CDRs, arise 
from human genes. Such antibodies are termed "human antibodies", or "fully human 
antibodies" herein. Human monoclonal antibodies can be prepared by the trioma 
:T 3T""lechaique:"fiie human R-eell hybrideraa.tech^^^ *' 
• Today 4 7*> and ;he^BV h\^rid^^ 
anuboc:es (see Cole..et 41., 19S5 fe-.^'Mcnoclonai Amibodies and'£ancer Therapy^ Alan 
"R. Liss, Inc., pp. 77-96). Human monoclonal antibodies may be utilized in the practice of ■ 
the present invention and may be produced by using human hybridomas (see Cote, et al., 

10 1983. Proc Natl Acad Sci USA 80: 2026-2030) or by transforming human B-cells with 
Epstein Bair Virus in vitro (see Cole, et al., 1985 in: 'Monoclonal Antibodies and Cancer 
Therapy", Alan R. Iiss, Inc., pp. 77-96). 

In addition, human antibodies can also be produced using additional techniques, 
including phage display libraries (Hoogenboom and Winter, J. Mol. Biol., 227:381 

15 (1991); Marks et al., J. Mol. Biol., 222:581 (1991)). Similarly, human antibodies can be 
made by introducing human immunoglobulin loci into transgenic animals, e.g., mice in 
which the endogenous immunoglobulin genes have been partially or completely 
inactivated. Upon challenge, human antibody production is observed, which closely 
resembles that seen in humans in all respects, including gene rearrangement, assembly, 

20 and antibody repertoire. This approach is described, for example, in U.S. Patent Nos. 
5,545,807; 5,545,806; 5,569,825; 5,625,126; 5,633,425; 5,661,016, and in Marks et al. 
(Bio/Technology 10, 779-783 (1992)); Lonberg et al. (Nature 368, 856-859 (1994)); 
Morrison ( Nature 368, 812-13 (1994)); Fishwild et al,( Nature Biotechnology 14, 845-51 
(1996)); Neuberger (Nature Biotechnology 14, 826 (1996)); and Lonberg and Huszar 

25 (Intern. Rev. Immunol. 13, 65-93 (1995)). 

Human antibodies may additionally be prbduced using transgenic nonhuman 
animals which are modified so as to produce fully human antibodies rather than the 
animal's endogenous antibodies in response to challenge by an antigen. (See PCT 
publication WO94/02602). The endogenous genes encoding the heavy and light 

30 ' immunoglobulin chains in the nonhuman host have been incapacitated, and active loci 
encoding human heavy and light chain immunoglobulins are inserted into the host's 
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genome. The human genes are incorporated, for example, using yeast artificial 
chromosomes containing the requisite human DNA segments. An animal which provides 
all the desired modifications is then obtained as progeny by crossbreeding intermediate 
transgenic animals containing fewer than the full complement of the modifications. The 

5~ ^teferted^ijiboa^menrdf .such a nonhuman animal is a mouse, arid is'termed the 

: '^Xenorc&u^ . 
animal produces B cdls which secrete fully-human immunoglobulins. The antibodies . 
can be obtained directly from the animal after immunization with an immunog'en of ' 
interest, as, for example, a preparation of a polyclonal antibody, or alternatively from 

10 immortalized B cells derived from the animal, such as hybridomas producing monoclonal 
antibodies. Additionally, the genes encoding the immunoglobulins with human variable 
regions can be recovered and expressed to obtain the antibodies directly, or can be further 
modified to obtain analogs of antibodies such as, for example, single chain Fv molecules. 
An example of a method of producing a nonhuman host, exemplified as a mouse, lacking 

15 expression of an endogenous immunoglobulin heavy chain is disclosed in U.S. Patent No. 
5,939,598. It can be obtained by a method including deleting the J segment genes from at 
least one endogenous heavy chain locus in an embryonic stem coll to prevent 
rearrangement of the locus and to prevent formation of a transcript of a rearranged 
immunoglobulin heavy chain locus, the deletion being effected by a targeting vector 

20 containing a gene encoding a selectable marker; and producing from the embryonic stem 
cell a transgenic mouse whose somatic and germ cells contain the gene encoding the 
selectable marker. 

A method for producing an antibody of interest, such as a human antibody, is 
disclosed in U.S. Patent No. 5,916,771. It includes introducing an expression vector that 
25 contains a nucleotide sequence encoding a heavy chain into pne mammalian host cell in 
culture, introducing an expression vector containing a nucleotide sequence encoding a 
light chain into another mammalian host cell, and fusing the two cells to form a hybrid 
cell. The hybrid cell expresses an antibody containing the heavy chain and the light 
chain. 

30 In a further improvement on this procedure, a method for identifying a clinically 

relevant epitope on an immunogen, and a correlative method for selecting an antibody 
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that binds immunospecifically to the relevant epitope with high affinity, are disclosed in 
PCT publication WO 99/53049. 

5.10.2 FAB FRAGMENTS AND SINGLE CHAIN ANTIBODIES 

' 5 -According ?o ttie4nyeo3 on,-techniques can be adapted for the production of ^ 

■ - - 
""Patent No. 4*?46 e 77Sj. In addition, methods'can be adapted for the construction of r& 
expression libraries (see e.g., Huse, et ah," 1989 Science 246, 1275-1281) to ailow rapid 
and effective identification of monoclonal F a b fragments with the desired specificity for a 

10 protein or derivatives, fragments, analogs or homologs thereof. Antibody fragments that 
contain the idiotypes to a protein antigen may be produced by techniques known in the 
art including, but not limited to: (i) an F (ab ^ fragment produced by pepsin digestion of an 
antibody molecule; (ii) an F a b fragment generated by reducing the disulfide bridges of an 
F (ab }2 fragment; (iii) an F ab fragment generated by the treatment of the antibody molecule 

15 with papain and a reducing agent and (iv) F v fragments. 

5.10.3 BISPECIF1C ANTIBODIES 

Bispecific antibodies are monoclonal, preferably human or humanized, antibodies 
that have binding specificities for at least two different antigens. In the present case, one 

20 of the binding specificities is for an antigenic protein of the invention. The second 
binding target is any other antigen, and advantageously is a cell-surface protein or 
receptor or receptor subunit. 

Methods for making bispecific antibodies are known in the art. Traditionally, the 
recombinant production of bispecific antibodies is based on the co-expression of two 

25 immunoglobulin heavy-chain/light-chain pairs, where the two heavy chains have 

different specificities (Milstein and Cuello, Nature, 305, 537-539 (1983)). Because of the 
random assortment of immunoglobulin heavy and light chains, these hybridomas 
(quadromas) produce a potential mixture often different antibody molecules, of which 
only one has the correct bispecific structure. The purification of the correct molecule is 

30 usually accomplished by affinity chromatography steps. Similar procedures are disclosed 
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in WO 93/08829,published 13 May 1993, and in Traunecker et al> 1991 EMBO J., 10, 
3655-3659. 

Antibody variable domains with the desired binding specificities (antibody- 
antigen combining sites) can be fused to immunoglobulin constant domain sequences. 

/? ' 4 Ifoe fusion aflirhmunoglobirKp^avyJchain constant d^realn, ' "* ' " 

*: - cernOr.ijri*^^ . ■ 

• first heavy-chainponstant region iCHl) con:aini-g*the sip necessary -for light-chain _ - 
binding present in at least one of the fusions. DNAs encoding the immunoglobulin 
heavy-chain fusions and, if desired, the immunoglobulin light chain, are inserted into 

10 separate expression vectors, and are co-transfected into a suitable host organism. For 
further details of generating bispecific antibodies see, for example, Suresh et al., Methods 
in Enzymology, 121, 210 (1986). 

According to another approach described in WO 96/2701 1, the interface between 
a pair of antibody molecules can be engineered to maximize the percentage of 

15 heterodimers which are recovered from recombinant cell culture. The preferred interface 
comprises at least a part of the CH3 region- of an antibody constant domain. In this 
method, one or more small amino acid side chains from the interface of the first antibody 
molecule are replaced with larger side chains (e.g. tyrosine or tryptophan). 
Compensatory "cavities" of identical or similar size to the large side chain(s) are created 

20 on the interface of the second antibody molecule by replacing large amino acid side 
chains with smaller ones (e.g. alanine or threonine). This provides a mechanism for 
increasing the yield of the heterodimer over other unwanted end-products such as 
homodimers. 

Bispecific antibodies can be prepared as full-length antibodies or antibody 
25 fragments (e.g. F(ab')2 bispecific antibodies). Techniques for generating bispecific 

antibodies from antibody fragments have been described in the literature. For example, 
bispecific antibodies can be prepared using chemical linkage. Brennan et al., Science 
229, 81 (1985) describe a procedure wherein intact antibodies are proteolytically cleaved 
to generate F(ab')2 fragments. These fragments are reduced in the presence of the dithiol 
30 complexing agent sodium arsenite to stabilize vicinal dithiols and prevent intermolecular 
disulfide formation. The Fab' fragments generated are then converted to 

115 



WO 02/066600 



PCT/US01/49435 



thionitrobenzoate (TNB) derivatives. One of the Fab'-TNB derivatives is then 
reconverted to the FaV -thiol by reduction with mercaptoethylamine and is mixed with an 
equimolar amount of tfee other Fab* -TNB derivative to form the bispecific antibody. The 
bispecific antibodies produced can be used as agents for the selective immobilization of 

d . 'enzvmes... ' . * . .."*■'.." •.; 

*' /* AfldiHpnaily/F^ . V 

chemically coupled to term. bispecific antibodies. Shalaby et al. J: Exp. Med- 175. . 
217-225 (1992) describe the production of a fully humanized bispecific antibody F(ab')2 
molecule. Each Fab* fragment was separately secreted from E. coli and subjected to 
10 directed chemical coupling in vitro to form the bispecific antibody. The bispecific 
antibody thus formed was able to bind to cells overexpressing the ErbB2 receptor and 
normal human T cells, as well as trigger the lytic activity of human cytotoxic 
lymphocytes against human breast tumor targets. 

Various techniques for making and isolating bispecific antibody fragments 
15 directly from recombinant cell culture have also been described. For example, bispecific 
antibodies have been produced using leucine zippers. Kostelny et al., J. Immunol. 
148(5), 1547-1553 (1992). The leucine zipper peptides from the Fos and Jun proteins 
were linked to the Fab' portions of two different antibodies by gene fusion. The antibody 
homodimers were reduced at the hinge region to form monomers and then re-oxidized to 
20 form the antibody heterodimers. This method can also be utilized for the production of 
antibody homodimers. The "diabody" technology described by Hollinger et al., Proc. 
Natl. Acad. Sci. USA 90, 6444-6448 (1993) has provided an alternative mechanism for 
making bispecific antibody fragments. The fragments comprise a heavy-chain variable 
domain (V H ) connected to a light-chain variable domain (V L ) by a linker which is too 
. 25 short to allow pairing between the two domains on the same chain. Accordingly, the V H 
and Vl domains of one fragment are forced to pair with the complementary V L and V H 
domains of another fragment, thereby forming two antigen-binding sites. Another 
strategy for making bispecific antibody fragments by the use of single-chain Fv (sFv) 
dimers has also been reported. See, Gruber et al., J. Immunol. 152, 5368 (1994). 
30 Antibodies with more than two valencies are contemplated. For example, 

trispecific antibodies can be prepared. Tutt et al., J. Immunol. 147, 60 (1991). 
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Exemplary bispecific antibodies can-bind to two different epitopes, at least one of 
which originates in the protein antigen of the invention. Alternatively, an anti-antigenic 
arm of an immunoglobulin molecule can be combined with an arm which binds to a 
triggering molecule on a leukocyte such as a T-cell receptor molecule (e.g. CD2, CD3 y 
~^28 : ^B7r).:cF:Fc^eceptor5.fef 2gG*v?c-/:R).. sucKas'FcvRt (CD64)^c^I fGDK) cui^ ; - 
• ^cyRiH* ^iX6'l^r.so.as.to1:oeiis ce-ijular/de^ thecal expressing the*. . . 

particular antleen. Bispecific. antibodies can also be used*:o direct cytotoxic agents. to 
cells which express a particujar andgeh. These antibodies possess an antigen-binding 
arm and an arm which binds a cytotoxic agent or a radionuclide chelator, such as 
10 EOTUBE, DPTA, DOTA, or TETA. Another bispecific antibody of interest binds the 
protein antigen described herein and further binds tissue factor (TF). 

5.10.4 HETEROCONJUGATE ANTIBODIES 

Heteroconjugate antibodies are also within the scope of the present invention. 
15 Heteroconjugate antibodies are composed of two covalently joined antibodies. Such 

antibodies have, for example,.been proposed to target immune system cells to unwanted 

cells (U.S. Patent No. 4,676,980), and for treatment of HIV infection. (WO 91/00360; 

WO 92/200373; EP 03089). It is contemplated that the antibodies can be prepared in 

vitro using known methods in synthetic protein chemistry, including those involving 
20 cross-linking agents. For example, immunotoxins can be constructed using a disulfide 

exchange reaction or by forming a thioether bond. Examples of suitable reagents for this . 

purpose include iminothiolate and methyl-4-mercaptobutyrimidate and those disclosed, 

for example, in U.S. Patent No. 4,676,980. 

25 5.10.5 EFFECTOR FUNCTION ENGINEERING 

It can be desirable to modify the antibody of the invention with respect to effector 
function, so as to enhance, e.g., the effectiveness of the antibody in treating cancer. For 
example, cysteine residue(s) can be introduced into the Fc region, thereby allowing 
interchain disulfide bond formation in this region. The homodimeric antibody thus 
30 generated can have improved internalization capability and/or increased complement- 
mediated cell killing and antibody-dependent cellular cytotoxicity (ADCC). See Caron 
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et al., J. Exp Med., 176, 1191-1195 (1992) and Shopes, J. Immunol, 148, 2918-2922 
(1992). Homodimeric antibodies with enhanced anti-tumor activity can also be prepared 
using heterobifunctional cross-linkers as described in Wolff et al. Cancer Research, 53, 
2560-2565 (1993). Alternatively, an antibody can be engineered that has dual Fc 

5 . regions and can:thera6yhave^nhanc^comp!emen^ys ' 
; S:ev^ * ■." : - 

5.10.6 JMAimOCONJtJGAJES 

The invention also pertains to immunoconjugates comprising an antibody 
10 conjugated to a cytotoxic agent such as a chemotherapeutic agent, toxin (e.g., an 
enzymatically active toxin of bacterial, fungal, plant, or animal origin, or fragments 
thereof), or a radioactive isotope (i.e., a radioconjugate). - 

Chemotherapeutic agents useful in the generation of such immunoconjugates have 
been described above. Enzymatically active toxins and fragments thereof that can be 
15 used include diphtheria A chain, nonbinding active fragments of diphtheria toxin, 
exotoxin A chain (from Pseudomonas aeruginosa), ricin A chain, abxin A chain, . 
madeccin A chain, alpha^sarcin, Aleurites fordii proteins, dianthin proteins, Phytolaca 
americana proteins (PAPI, PAPII, and PAP-S), momordica charantia inhibitor, curcin, 
crotin, sapaonaria officinalis inhibitor, gelomn, mitogellin, restrictocin, phenomycin, 
enomycin, and the tricothecenes. A variety of radionuclides are available for the 
production of radioconjugated antibodies. Examples include 212 Bi, 131 1, 131 In, 90 Y, and 
186 Re. 

Conjugates of the antibody and cytotoxic agent are made using a variety of 
bifimctional protein-coupling agents such as N-succinimidyl-3-(2-pyridyldithiol) 
propionate (SPDP), iminothiolane (IT), Afunctional derivatives of imidoesters (such as 
dimethyl adipimidate HCL), active esters (such as disuccinimidyl suberate), aldehydes 
(such as glutareldehyde), bis-azido compounds (such as bis (p-azidobenzoyl) 
hexanediamine), bis-diazonium derivatives (such as bis-(p-diazoniumbenzoyl> 
ethylenediamine), diisocyanates (such as tolyene 2,6-diisocyanate), and bis-active 
fluorine compounds (such as l,5-difluoro-2,4-dinitrobenzene). For example, a ricin 
immunotoxin can be prepared as described in Vitetta et al., Science, 238: 1098 (1987). 
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Carbon-14-labeled l-isotHiocyanatobenzyl-3-methyldiethylene triaminepentaacetic acid 
(MX-DTPA) is an exemplary chelating agent for conjugation of radionucleotide to the 
antibody. See W094/1 1026, 

In another embodiment, the antibody can be conjugated to a "receptor" (such 
~$\" rswep.tSvreifi) fpr dtilifatfOnnn^i^OrrpretargetlnS wherernHhe or.ilbedy,Tecepxqr^r\jiiigate-' 
.' "is.adrr;ihis.cered-to chs.7!itient touc^ed)^ 

" circulation using a clearing' agent and then adir.inis.^acion of a ''iieand- 'e.g.. avidin) that 
is in turn conjugated to a cytotoxic agent. • 

10 5.11 COMPUTER READABLE SEQUENCES 

In one application of this embodiment, a nucleotide sequence of the present 
invention can be recorded on computer readable media. As used herein, "computer 
readable media" refers to any medium which can be read and accessed directly by a 
computer. Such media include, but are not limited to: magnetic storage media, such as 

15 floppy discs, hard disc storage medium, and magnetic tape; optical storage media such as 
CD-ROM; electrical storage media such as RAM and ROM; and hybrids of these 
categories such as magnetic/optical storage media. A skilled artisan can readily 
appreciate how any of the presently known computer readable mediums can be used to 
create a manufacture comprising computer readable medium having recorded thereon a 

20 nucleotide sequence of the present invention. As used herein, "recorded" refers to a 
process for storing information on computer readable medium. A skilled artisan can 
readily adopt any of the presently known methods for recording information on computer 
readable medium to generate manufactures comprising the nucleotide sequence 
information of the present invention. 

25 A variety of data storage structures are available to a skilled artisan for creating a 

computer readable medium having recorded thereon a nucleotide sequence of the present 
invention. The choice of the data storage structure will generally be based on the means 
chosen to access the stored information. In addition, a variety of data processor programs 
and formats can be used to store the nucleotide sequence information of the present 

30 invention on computer readable medium. The sequence information can be represented 
in a word processing text file, formatted in commercially-available software such as 
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WordPerfect and Microsoft Word, or represented in the form of an ASCII file, stored in a 
database application, such as DB2, Sybase, Oracle, or the like. A skilled artisan can 
readily adapt any number of data processor structuring formats {e.g. text file or database) 
in order to obtain computer readable medium having recorded thereon the nucleotide 

T~ . seq^eflte'-i^ ■ -.'.•■."** 

i B^pVsviair.g.^Tiy^f the nuci^bcide sequences, SEQ -ID Np: 1-2. 4-5, 7. ifi-l&iG*'" . 
"21. 2?. 35-36. 35-39. 41 . 47-49. 51. 63-65. or 67 or a representative fragment thereof: or 
a nucleotide sequence at least 95% identical to any of the nucleotide sequences of the 
SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 in 

10 computer readable form, a skilled artisan can routinely access the sequence information 
for a variety of purposes. Computer software is publicly available which allows a skilled 
artisan to access sequence information provided in a computer readable medium. The 
examples which follow demonstrate how software which implements the BLAST 
(Altschul et d., J. Mol. Biol. 215:403-410 (1990)) and BLAZE (Brutlag et al., Comp. 

15 Chem. 17:203-207 (1993)) search algorithms on a Sybase system is used to identify open 
reading frames (ORFs) within a-nucleic acid sequence. Such ORFs may be protein 
encoding fragments and may be useful in producing commercially important proteins 
such as enzymes used in fermentation reactions and in the production of commercially 
useful metabolites. 

20 As used herein, "a computer-based system" refers to the hardware means, 

software means, and data storage means used to analyze the nucleotide sequence 
information of the present invention. The minimum hardware means of the computer- 
based systems of the present invention comprises a central processing unit (CPU), input 
means, output means, and data storage means. A skilled artisan can readily appreciate 

25 that any one of the currently available computer-based systems are suitable for use in the 
present invention. As stated above, the computer-based systems of the present invention 
comprise a data storage means having stored therein a nucleotide sequence of the present 
invention and the necessary hardware means and software means for supporting and 
implementing a search means. As used herein, "data storage means" refers to memory 

30 which can store nucleotide sequence information of the present invention, or a memory 
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access means which can access manufactures having recorded thereon the nucleotide 
sequence information of the present invention. 

As used herein, "search means* refers to one or more programs which are 
implemented on the computer-based system to compare a target sequence or target 
'5 . siTuctaral'iaetif with she sequence information stered-wnhin the^dcttajstotagemearis/ \ 

. *. 'Search meips 'aje-used -ro.idencitV -fraginer.ts'or-regiens .o: ci^^^^eeucnce-u"^. •" ' : 
,natch a particular target sequence or target motif, a variety of -known algorithms are : ' 
disclosea -publicly and a variety of commerciajiy available 'software for conducting search 
means are and can be used in the computer-based systems of the present invention. 

10 Examples of such software includes, but is not limited to, Smith-Waterman, MacPattern 
(EMBL), BLASTN and BLASTA (NPOLYPEPTEDEIA). A skilled artisan can readily 
recognize that any one of the ayailable algorithms or implementing software packages for 
conducting homology searches can be adapted for use in the present computer-based 
systems. As used herein, a "target sequence" can be any nucleic acid or amino acid 

15 sequence of six or more nucleotides or two or more amino acids. A skilled artisan can 
readily recognize that the longer a target sequence is, the less likely a target sequence will 
be present as a random occurrence in the database. The most preferred sequence length 
of a target sequence is from about 10 to 100 amino acids, or from about 30 to 300 
nucleotide, residues. However, it is well recognized that searches for commercially 

20 important fragments, such as sequence fragments involved in gene expression and protein 
processing, may be of shorter length. 

As used herein, "a target structural motif," or "target motif," refers to any 
rationally selected sequence or combination of sequences in which the sequence(s) are 
chosen based on a three-dimensional configuration which is formed upon the folding of 

25 the target motif. There are a variety of target motifs known in the art. Protein target 

motifs include, but are not limited to, enzyme active sites and signal sequences. Nucleic 
acid target motifs include, but are not limited to, promoter sequences, hairpin structures 
and inducible expression elements (protein binding sequences). 

30 5.12 TRIPLE HELIX FORMATION 
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In addition, the fragments of the present invention, as broadly described, can be 
used to control gene expression through triple helix formation or antisense DNA or RNA, 
both of which methods are based on the binding of a polynucleotide sequence to DNA or 
RNA. Polynucleotides suitable for lise in these methods are usually 20 to 40 bases in 
"length and are 'designed to be -complementary id ^region of the* gene involved'in ' / 
; -sranser^tien ftnpJeAtflix^eslLee £ al.^icl: Ac:is5l«sj5:Sfr73 \ »79 ; n*Cooney et;aL 
Science 15241:456 ( 1988); and "Dcrvan-et ai.. Science 25 i:!? 60 (199*)) or.to themKNA 
itself (antisense - Olmno, J. Neurocheih. 56:560 (1991); Oligodeoxynucleotides as ' 
Antisense Inhibitors of Gene Expression, CRC Press, Boca Raton, PL (1988)). Triple 
helix-formation optimally results in a shut-off of RNA transcription from DNA, while 
antisense RNA hybridization blocks translation of an mRNA molecule into polypeptide. 
Both techniques have been demonstrated to be effective in model systems. Information 
contained in the sequences of the present invention is necessary for the design of an 
antisense or triple helix oligonucleotide. 

5.13 DIAGNOSTIC ASSAYS AND KITS 

The present invention further provides methods to identify the presence or 
expression of one of the ORFs of the present invention, or homolog thereof, in a test 
sample, using a nucleic acid probe or antibodies of the present invention, optionally 
conjugated or otherwise associated with a suitable label. 

In general, methods for detecting a polynucleotide of the invention can comprise 
contacting a sample with a compound that binds to and forms a complex with the 
polynucleotide for a period sufficient to fonn the complex, and detecting the complex, so 
that if a complex is detected, a polynucleotide of the invention is detected in the sample. 
Such methods can also comprise contacting a sample under stringent hybridization 
conditions with nucleic acid primers that anneal to a polynucleotide of the invention 
under such conditions, and amplifying annealed polynucleotides, so that if a 
polynucleotide is amplified, a polynucleotide of the invention is detected in the sample. 

In general, methods for detecting a polypeptide of the invention can comprise 
contacting a sample with a compound that binds to and forms a complex with the 
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polypeptide for a period sufficient to form the complex, and detecting the complex, so 
that if a complex is detected, a polypeptide of the invention is detected in the sample. 

In detail, such methods comprise incubating a test sample with one or more of the 
antibodies or one or more of the nucleic acid probes of the present invention and assaying 
5 . /foriindingtofthe nucleic acidjprobes or antibodies to components : >vithin the test sample. 
. ;. ■ Conditions YorMr^a1?atm \ 
\.uy. " Incubation conditions depend on the format employed in the assay, the detection 
methods employed, and the type and nature of the nucleic acid probe or antibody iis'edln 
the assay. One skilled in the art will recognize that any one of the commonly available 

10 hybridization, amplification or immunological assay formats can readily be adapted to 
employ the nucleic acid probes or antibodies of the present invention. Examples of such 
assays can be found in Chard, T., An Introduction to Radioimmunoassay and Related 
Techniques, Elsevier Science Publishers, Amsterdam, The Netherlands (1986); Bullock, 
G.R. et al., Techniques in Immunocytochemistry, Academic Press, Orlando, FL Vol. 1 

15 (1982), Vol. 2 (1983), Vol. 3 (1985); Tijssen, P., Practice and Theory of immunoassays: 
Laboratory Techniques in Biochemistry and Molecular Biology, Elsevier Science 
Publishers, Amsterdam, The Netherlands (1985). The test samples of the present 
invention include cells, protein or membrane extracts of cells, or biological fluids such as 
sputum, blood, serum, plasma, or urine. The test sample used in the above-described 

20 method will vary based on the assay format, nature of the detection method and the 

tissues, cells or extracts used as the sample to be assayed. Methods for preparing protein 
extracts or membrane extracts of cells are well known in the art and can be readily be 
adapted in order to obtain a sample which is compatible with the system utilized. 

In another embodiment of the present invention, kits are provided which contain 

25 the necessary reagents to carry out the assays of the present invention. Specifically, the 
invention provides a compartment kit to receive, in close confinement, one or more 
containers which comprises: (a) a first container comprising one of the probes or 
antibodies of the present invention; and (b) one or more other containers comprising one 1 
or more of the following: wash reagents, reagents capable of detecting presence of a 

30 bound probe or antibody. 
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In detail, a compartment kit includes any kit in which reagents are contained in 
separate containers. Such containers include small glass containers, plastic containers or 
strips of plastic or paper. Such containers allows one to efficiently transfer reagents from 
one compartment to another compartment such, that the samples and reagents are not 
5 eros.s-contaminated. $qd-the agents or. splutions.of each container can be added in a 

^quantitative fashion iron; one coropanr.ef.t'ic £$3:her. Such CGrirainers >i!! inckice a \ 
container which will acc£pt::he tesrsa'mple, a container which contains the antibodies " 
used in the assay, containers which contain wash.reagems (such as phosphate buffered 
saline, Tris-buffers, etc.), and containers which contain the reagents used to detect the 

10 bound antibody or probe. Types of detection reagents include labeled nucleic acid probes, 
labeled secondary antibodies, or in the alternative, if the primary antibody is labeled, the 
enzymatic, or antibody binding reagents which are capable of reacting with the labeled 
antibody. One skilled in the art will readily recognize that the disclosed probes and 
antibodies of the present invention can be readily incorporated into one of the established 

15 kit formats which are well known in the art. 

5.14 MEDICAL IMAGING 

The novel polypeptides and binding partners of the invention are useful in 
medical imaging of sites expressing the molecules of the invention (e.g., where the 
20 polypeptide of the invention is involved in the immune response, for imaging sites of 
inflammation or infection). See, e.g., Kunkel et al., U.S. Pat. No. 5,413,778. Such 
methods involve chemical attachment of a labeling or imaging agent, administration of 
the labeled polypeptide to a subject in a pharmaceutical^ acceptable carrier, and imaging 
the labeled polypeptide in vivo at the target site. 

25 

5.15 SCREENING ASSAYS 

Using the isolated proteins and polynucleotides of the invention, the present 
invention further provides methods of obtaining and identifying agents which bind to a 
polypeptide encoded by an ORF corresponding to any of the nucleotide sequences set 
30 forth in the SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63- 
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65, or 67, or bind to a specific domain of the polypeptide encoded by the nucleic acid. In 
detail, said method comprises the steps of: 

(a) contacting an agent with an isolated protein encoded by an ORF of the 
present invention, or nucleic acid of the invention; and 

5 • (V) determining whether the agent.binds;to srid protein or said nucleic .acid. . . 

.- In general. -chere-fpre. such.-snethods for -identifying 'co^peunds -.that- bind io<x ' 
. polynucleotide pf the inversion pan eorhprise contacting a compound with a ' . . 
polynucleotide of the invention for a time Sufficient to form a polynucleotide/compound 
complex, and detecting the complex, so that if a polynucleotide/compound complex is 

10 detected, a compound that binds to a polynucleotide of the invention is identified. 

Likewise, in general, therefore, such methods for identifying compounds that bind 
to a polypeptide of the invention can comprise contacting a compound with a polypeptide 
of the invention for a time sufficient to form a polypeptide/compound complex, and 
detecting the complex, so that if a polypeptide/compound complex is detected, a 

15 compound that binds to a polynucleotide of the invention is identified. 

Methods for identifying compounds that bind to a polypeptide of the invention 
can also comprise contacting a compound with a polypeptide of the invention in a cell for 
a time sufficient to form a polypeptide/compound complex, wherein the complex drives 
expression of a receptor gene sequence in the cell, and detecting the complex by 

20 detecting reporter gene sequence expression, so that if a polypeptide/compound compter 
is detected, a compound that binds a polypeptide of the invention is identified. 

Compounds identified via such methods can include compounds which modulate 
the activity of a polypeptide of the invention (that is, increase or decrease its activity, 
relative to activity observed in the absence of the compound). Alternatively, compounds 

25 identified via such methods can include compounds which modulate the expression of a 
polynucleotide of the invention (that is, increase or decrease expression relative to 
expression levels observed in the absence of the compound). Compounds, such as 
compounds identified via the methods of the invention, can be tested using standard 
assays well known to those of skill in the art for their ability to modulate 

30 activity/expression. 
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The agents screened in the above assay can be, but are not limited to, peptides, 
carbohydrates, vitamin derivatives, or other pharmaceutical agents. The agents can be 
selected and screened at random or rationally selected or designed using protein modeling 
techniques. 

7 T~ T "~ -For random screening, agents, such -0s peptides: carbohydrates, ph tanaceutical 
- . : . agents 'and the'Iike are selectee ;it'ran2om ar/d are ussavedTQr their aWiity tc-i?i.nc*LO~the . 
protein encoded by Che ORF of the present invention. Akemati-vely. agents may be 
' rationally selected ordesigned. As used herein, an agent is said to be "rationally selected 
or designed" when the agent is chosen based on the configuration of the particular 

10 protein. For example, one skilled in the art can readily adapt currently available 

procedures to generate peptides, pharmaceutical agents and the like, capable of binding to 
a specific peptide sequence, in order to generate rationally designed antipeptide peptides, 
for example see Hurby et al., Application of Synthetic Peptides: Antisense Peptides," In 
Synthetic Peptides, A User's Guide, W.H. Freeman, NY (1992), pp. 289-307, and 

15 Kaspczak <et al., Biochemistry 28:9230-8 (1989), or pharmaceutical agents, or the like. 

In addition to the foregoing, one class of agents of the present invention, as 
broadly described, can be.used to control gene expression through binding to one of the 
ORFs or EMFs of the present invention. As described above, such agents can be 
randomly screened or rationally designed/selected Targeting the ORF or EMF allows a 

20 skilled artisan to design sequence specific or element specific agents, modulating the 
expression of either a single ORF or multiple ORFs which rely on the same EMF for 
expression control. One class of DNA binding agents are agents which contain base 
residues which hybridize or form a triple helix formation by binding to DNA or RNA, 
Such agents can be based on the classic phosphodiester, ribonucleic acid backbone, or 

25 can be a variety of sulfhydryl or polymeric derivatives which have base attachment 
capacity. 

Agents suitable for use in these methods usually contain 20 to 40 bases and are 
designed to be complementary to a region of the gene involved in transcription (triple 
helix - see Lee et al., Nucl. Acids Res. 6:3073 (1979); Cooney et al., Science 241:456 
30 (1988); and Dervan et al., Science 251:1360 (1991)) or to the mRNA itself (antisense - 
Okano, J. Neurochem. 56:560 (1991); Oligodeoxynucleotides as Antisense Inhibitors of 
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Gene Expression, CRC Press, Boca Raton, EL (1988)). Triple helix-formation optimally 
results in a shut-off of RNA transcription from DNA, while antisense RNA hybridization 
blocks translation of an mRNA molecule into polypeptide. Both techniques have been 
demonstrated to be effective in model systems. Information contained in the sequences 
5 —of the present invention. is necessary.forthe^design ofin antisense or triple "helix . \ 
. :"ol:sojiuo]6oiide "^d oft^rDN^ binding Agents. " -.■ . . - 

. Agents which bind 10 a protein encoded by one or the'OKFs of the present . 
invention can be used as a diagnostic agent. Agents which bind to a protein encoded by 
one of the ORFs of the present invention can be formulated using known techniques to 
10 generate a pharmaceutical composition. 

5.16 USE OF NUCLEIC ACIDS AS PROBES 

Another aspect of the subject invention is to provide for polypeptide-specific 
nucleic acid hybridization probes capable of hybridizing with naturally occurring 

•15 nucleotide sequences. The hybridization probes of the subject invention may be derived 
from any of the nucleotide sequences SEQ ID NO: 1-2, 4-5, 7, 16-.18, 20-21, 23, 35-36, 
38-39, 41, 47-49, 51, 63-65, or 67. Because the corresponding gene is only expressed in 
a limited number of tissues, a hybridization probe derived from of any of the nucleotide 
sequences SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, 

20 or 67 can be used as an indicator of the presence of RNA of cell type of such a tissue in a 
sample. 

Any suitable hybridization technique can be employed, such as, for example, in 
situ hybridization. PCR as described in US Patents Nos. 4,683,195 and 4,965,188 
provides additional uses for oligonucleotides based upon the nucleotide sequences. Such 

25 probes used in PCR may be of recombinant origin, may be chemically synthesized, or a 
mixture of both. The probe will comprise a discrete nucleotide sequence for the detection 
of identical sequences or a degenerate pool of possible sequences for identification of 
closely related genomic sequences. 

Other means for producing specific hybridization probes for nucleic acids include 

30 the cloning of nucleic acid sequences into vectors for the production of mRNA probes. 
Such vectors are known in the art and are commercially available and may be used to 
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synthesize RNA probes in vitro by means of the addition of the appropriate RNA 
polymerase as T7 or SP6 RNA polymerase and the appropriate radioactively labeled 
. nucleotides. The nucleotide sequences may be used to construct hybridization probes for 
mapping their respective genomic sequences. The nucleotide sequence provided herein 

"3 may HeTmapped to-s chromosome or specific .regions;q£a chrpfoosome usjng welltoiewh 7 
' genetic anwiA>r ehromG5dmakfn%pin^ - Thase ; i£chp2ques ih'elude.in sku 

hybridization, linkage analysis against .known chromosomal markers, hybridization • 
screening with libraries or flow-sorted chromosomal preparations specific to "known 
chromosomes, and the like. The technique of fluorescent in situ hybridization of 

10 chromosome spreads has been described, among other places, in Verma et al (1988) 

Human Chromosomes: A Manual of Basic Techniques, Pergamon Press, New York NY. 

Fluorescent in situ hybridization of chromosomal preparations and other physical 
chromosome mapping techniques may be correlated with additional genetic map data. 
Examples of genetic map data can be found in the 1994 Genome Issue of Science 

15 (265:1981f). Correlation between the location of a nucleic acidon a physical 

chromosomal map and a specific disease (or predisposition to a specific disease) may 
help delimit the region of DJSTA associated with that genetic disease. The nucleotide 
sequences of the subject invention may be used to detect differences in gene sequences 
between normal, carrier or affected individuals. 

20 5.17 PREPARATION OF SUPPORT BOUND OLIGONUCLEOTIDES 

Oligonucleotides, i.e., small nucleic acid segments, may be readily prepared by, for 

example, directly synthesizing the oligonucleotide by chemical means, as is commonly 

practiced using an automated oligonucleotide synthesizer. 

Support bound oligonucleotides may be prepared by any of the methods known to 
25 those of skill in the art using any suitable support such as glass, polystyrene or Teflon. One 

strategy is to precisely spot oligonucleotides synthesized by standard synthesizers. 

Immobilization can be achieved using passive adsorption (Ihouye & Hondo, 1990 J. Clin 

Microbiol 28(6) 1462-72); using UV light (Nagata et al, 1985; Dahlen et al, 1987; 

Morrissey & Collins, Mol. Cell Probes 1989 3(2) 189-207) or by covalent binding of base 
30 modified DNA (Keller et al, 1988; 1989); all references being specifically incorporated 

herein. 
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Another strategy that may be employed is the use of the strong biotin-streptavidin 
interaction as a linker. For example, Broude et al (1994) Proc. Natl. Acad. Sci USA 91(8) 
3072-6 describe the use of biotinylated probes, although these are duplex probes, that are 
immobilized on streptavidin-coated magnetic beads. Streptavidin-coated beads may be 
5 purchased-fromDynal, Oslo. Of course, jthis same linking chemistry is applicable to. coating 

■ • • \ -any -surface* y/Im'5treptiividm/ : Biotin::lai:ed probes-rc&v^e f^tcftqsedlroft: various scarcest 

• _ t ..such as, e,g.. .Operon Technologies (Alameda. CA-). 

Nunc Laboratories (Naperviile, IL/is also selling suitable.material that could be 
used. Nunc Laboratories have developed a method by which DNA can be covalently bound 

10 to the microwell surface termed Covalink NH. Covalink NH is a polystyrene surface 

grafted with secondary amino groups (>NH) that serve as bridge-heads for further covalent 
coupling. Covalink Modules may be purchased from Nunc Laboratories. DNA molecules 
may be bound to Covalink exclusively at the 5 -end by a phosphoramidate bond, allowing 
immobilization of more than 1 pmol of DNA (Rasmussen et aL, (1991) Anal Biochem 

15 198(1)138-42. 

The use of Covalink NH strips for covalent binding of DNA molecules at the 5 -end 
has been described (Rasmussen et al., 1991). In this technology, a phosphoramidate bond is 
employed (Chu et al., 1983 Nucleic Acids 11(18) 6513-29). This is beneficial as 
. immobilization using only a single covalent bond is preferred. The phosphoramidate bond 

20 joins the DNA to the Covalink NH secondary amino groups that are positioned at the end 
of spacer arms covalently grafted onto the polystyrene surface through a 2 nm long spacer 
arm. To link an oligonucleotide to Covalink NH via an phosphoramidate bond, the 
oligonucleotide terminus must have a 5'-end phosphate group. It is, perhaps, even possible 
for biotin to be covalently bound to Covalink and then streptavidin used to bind the probes. 

25 More specifically, the linkage method includes dissolving DNA in water (7.5 ng/ul) 

and denaturing for 10 min. at 95°C and cooling on ice for 10 min. Ice-cold 0.1 M 1- 
methylimidazole, pH 7.0 (l-Melm/), is then added to a final concentration of 10 mM 1- 
Melm7. A ss DNA solution is then dispensed into Covalink NH strips (75 ul/well) standing 
on ice. 

30 Carbodiimide 0.2 M l-e%l-3-(3-dimethylaminopropyl)-carbodiimide (EDQ, 

dissolved in 10 mM 1-Melm7» is made fresh and 25 ul added per well. The strips are 
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incubated for 5 hours at 50°C. After incubation the strips are washed using, e.g., Nunc- 
Immuno Wash; first the wells are washed 3 times, then they are soaked with washing 
solution for 5 min., and finally they are washed 3 times (where in the washing solution is 04 
N NaOH, 0.25% SDS heated to 50°Q. 
5. - It is contemplated that a further, suitable msthodioruse.with the .present invention is . 

herein by reference. This method of preparing an oligonucleotide bound to a support 
involves attaching a nucleoside 3 -reagent through the phosphate "group by a covaient 
phosphodiester link to aliphatic hydroxyl groups carried by the support The 
10 oligonucleotide is then synthesized on the supported nucleoside and protecting groups 
removed from the synthetic oligonucleotide chain under standard conditions that do not 
cleave the oligonucleotide from the support Suitable reagents include nucleoside 
phosphoramidite and nucleoside hydrogen phosphorate. 

An on-chip strategy for the preparation of DNA probe for the preparation of DNA 
15 probe arrays may be employed. For example, addressable laser-activated photodeprotection 
may be employed in the chemical synthesis of oligonucleotides directly on a glass surface, 
as described by Fodor et al (1991) Science 251(4995) 767-73, incorporated herein by 
reference. Probes may also be immobilized on nylon supports as described by Van Ness et 
al (1991) Nucleic Acids Res. 19(12) 3345-50; or linked to Teflon using the method of 
20 Duncan & Cavalier (1988) Anal Biochem 169(1) 104-8; all references being specifically 
incorporated herein. 

To link an oligonucleotide to a nylon support, as described by Van Ness et al 
(1991), requires activation of the nylon surface via alkylation and selective activation of the 
5 -amine of oligonucleotides with cyanuric chloride. 
25 One particular way to prepare support bound oligonucleotides is to utilize the light- 

generated synthesis described by Pease etal., (1994) Proc. Nad. Acad. Sci USA 91(11) 
5022-6. These authors used current photolithographic techniques to generate arrays of 
immobilized oligonucleotide probes (DNA chips). These methods, in which light is used to 
direct the synthesis of oligonucleotide probes in high-density, miniaturized arrays, utilize 
30 photolabile 5 -protected N-acyl-deoxynucleoside phosphoramidites, surface linker chemistry 
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and versatile combinatorial synthesis strategies. A matrix of 256 spatially defined 
oligonucleotide probes may be generated in this manner. 

5.18 PREPARATION OF NUCLEIC ACID FRAGMENTS 

'The nucleic acids may be obtained from any appropriate source, such as cDNAfc,. „ _ 

•' o ' geft6iri>'©!N*k ohroiSosonuiI .DN^Vmicrodisse.cted chrQm6sorne ,T barids..co5iniG or Y.AC 

inserts, and RNA. including mRNA without txtiy amplification steps. For example, ' • 

.... 5 

' S^brook et al. (1969) .describes three protocols for rhe isoiaffori-of-hSgh molecular weight ' 
DNA from mammalian cells (p. 9.14-9.23). 

DNA fragments may be prepared as clones in M13, plasmid or lambda vectors 
10 and/or prepared directly from genomic DNA or cDNA by PCR or other amplification 

methods. Samples may be prepared or dispensed in multiwell plates. About 100-1000 ng of 
DNA samples may be prepared in 2-500 nil of final volume. 

The nucleic acids would then be fragmented by any of the methods known to those 
of skill in the art including, for example, using restriction enzymes as described at 9.24-9.28 
15 of Sambrook et al (1989), shearing by ultrasound and NaOH treatment. 

Low pressure shearing is also appropriate, as described by Schriefer et al. (1990) 
Nucleic Acids Res. 18(24) 7455-6. In this method, DNA samples are passed through a 
small French pressure cell at a variety of low to intermediate pressures. A lever device 
allows controlled application of low to intermediate pressures to the cell. The results of 
20 these studies indicate that low-pressure shearing is a useful alternative to sonic and 
enzymatic DNA fragmentation methods. 

One particularly suitable way for fragmenting DNA is contemplated to be that using 
the two base recognition endonuclease, CWJI, described by Fitzgerald et al (1992) Nucleic 
Acids Res. 20(14) 3753-62. These authors described an approach for the rapid 
25 fragmentation and fractionation of DNA into particular sizes that they contemplated to be 
suitable for shotgun cloning and sequencing. 

The restriction endonuclease Cvtfl normally cleaves the recognition sequence 
PuGCPy between the G and C to leave blunt ends. Atypical reaction conditions, which alter 
the specificity of this enzyme (Cvtfl**), yield a quasi-random distribution of DNA 
30 fragments form the small molecule pUC19 (2688 base pairs). Fitzgerald et al. (1992) 
quantitatively evaluated the randomness of this fragmentation strategy, using a CVtfl** 
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digest of pUC19 that was size fractionated by a rapid gel filtration method and directly . 
ligated, without end repair, to a lac Z minus M13 cloning vector. Sequence analysis of 76 
clones showed that CwJI** restricts pyGCPy and PuGCPu, in addition to PuGCPy sites, and 
that new sequence data is accumulated at a rate consistent with random fragmentation. 

.5 .Asjepprtft&n Jfte4ft^ of'jhis approach compared 16 sonicationand 

. agarose *ge! fractionation include? smaller arcount-s df DNA are -required <0.2-0.5 ug instead 
■of 2-5 ug); and fewer steps are involved (np.preligapon. end repair.rhemical-exsract;pn. or 
agarose gel electrophoresis and elution are needed). 

Irrespective of the manner in which the nucleic acid fragments are obtained or 

10 prepared, it is important to denature the DNA to give single stranded pieces available for 
hybridization. This is achieved by incubating the DNA solution for 2-5 minutes at 80-90°C 
The solution is then cooled quickly to 2°C to prevent renaturation of the DNA fragments 
before they are contacted with the chip. Phosphate groups must also be removed from 
genomic DNA by methods known in the art. 

15 5.19 PREPARATION OF DNA ARRAYS 

Arrays may be prepared by spotting DNA samples on a support such as a nylon 
membrane. Spotting may be performed by using arrays of metal pins (the positions of 
which correspond to an array of wells in a microtiter plate) to repeated by transfer of about 
20 nl of a DNA solution to a nylon membrane. By offset printing, a density of dots higher 

20 than the density of the wells is achieved. One to 25 dots may be accommodated in 1 mm 2 , 
depending on the type of label used By avoiding spotting in some preselected number of 
rows and columns, separate subsets (subarrays) may be formed. Samples in one subarray 
may be the same genomic segment of DNA (or the same gene) from different individuals, or 
may be different, overlapped genomic clones. Each of the subarrays may represent replica 

25 spotting of the same samples. In one example, a selected gene segment may be amplified 
from 64 patients. For each patient, the amplified gene segment may be in one 96-well plate 
(all 96 wells containing the same sample). A plate for each of the 64 patients is prepared. 
By using a 96-pin device, all samples may be spotted on one 8 x 12 cm membrane. 
Subarrays may contain 64 samples, one from each patient Where the 96 subarrays are 

30 identical, the dot span may be 1 mm 2 and there may be a 1 mm space between subarrays. 
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■ Another approach is to use membranes or plates (available from NUNC, Naperville, 
Illinois) which may be partitioned by physical spacers e.g. a plastic grid molded over the 
• membrane, the grid being similar to the sort of membrane applied to the bottom of multiwell 
plates, or hydrophobic strips. A fixed physical spacer is not preferred for imaging by 
?v^p6siirelo#atpho's^^ . m ; : - 

. -The present-invention is iViustrDtedin the foHovving examples. tpon<©n§ideratipn 
of -the present disclosure, one of skill in the ah will appreciate that many other embodiments 
and variations may be made in 'the scope of the present invention. Accordingly, it is 
intended that the broader aspects of the present invention not be limited to the disclosure of 
10 the following examples. The present invention is not to be limited in scope by the 
exemplified embodiments which are intended as illustrations of single aspects of the 
invention, and compositions and methods which are functionally equivalent are within the 
scope of the invention. Indeed, numerous modifications and variations in the practice of the 
invention are expected to occur to those skilled in the art upon consideration of the present 
1 5 preferred embodiments. Consequently, the only limitations which should be placed upon 
the scope of the invention are those which appear in the appended claims. 

All references cited within the body of the instant specification are hereby 
incorporated by reference in their entirety. 

6.0 EXAMPLES 
20 EXAMPLE 1 

Isolation of SEP ID NO: 1. 16. 35. 47. and 63 from human cDNA libraries 

A plurality of novel nucleic acids were obtained from cDNA libraries prepared 
from human leukocyte mRNA (GIBCO Laboratories) (SEQ ID NO: 1, SEQ ID NO: 16); 

25 from infant brain mRNA (Columbia University) (SEQ ID NO: 35); from human 

mammary gland mRNA (Invitrogen) (SEQ ID NO: 47); and from bone marrow mRNA 
(Clontech) (SEQ ID NO: 63) using standard PCR, sequencing by hybridization sequence 
signature analysis, and Sanger sequencing techniques. The inserts of the library were 
amplified with PCR using primers specific for vector sequences flanking the inserts. 

30 These samples were spotted onto nylon membranes and interrogated with oligonucleotide 
probes to give sequence signatures. The clones were clustered into groups of similar or 
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. identical sequences, and single representative clones were selected from each group for 
gel sequencing. The 5* sequence of the amplified inserts was then deduced using the 
reverse M13 sequencing primer in a typical Sanger sequencing protocol. PCR products 
were purified and subjected to fluorescent dye terminator cycle sequencing. Single-pass ' 

-5 .'%e\ sequsnci-ngAvas £©n"e usir t g a'37.7 Applied Biosystems .{ASP sequencer. The insets 
r . .-was identiSeuras a-novel saquefiCe.-netprevioCisly obtained irem^hi^ library arid not : 
" pre viousRreported in-public databases. The sequences were designated ;is SECJ'ID NO: 
1, 1'6, 35, 47, and 63. 

10 EXAMPLE 2 

ASSEMBLAGE OF SEP ID NO: 2. 17, 48. and 64 

The nucleic acids of the present invention, designated as SEQ ID NO: 2, 17, 48, and 
64 were assembled using SEQ ID NO: 1, 16, 47, or 63 as a seed, respectively. Then a 

1 5 recursive algorithm was used to extend the seed into an extended assemblage, by pulling 
additional sequences from different databases (i.e., Hyseq's database containing EST 
sequences, dbEST version 114, gb pri 114, and UniGene version 101) that belong to this 
* assemblage. The algorithm terminated when there was no additional sequences from the 
above databases that would extend the assemblage. Inclusion of component sequences into 

20 the assemblage was based on a BLASTN hit to the extending assemblage with BLAST 
scores greater than 300 and percent identities greater than 95%. 

The nearest neighbor result for the assembled contigs were obtained by a FASTA 
version 3 search against Genpept release 114, using FASTXY algorithm. FASTXY is an 
improved version of FASTA alignment which allows in-codon frame shifts. Hie nearest 

25 neighbor result showed the closest homologue for each assemblage from Genpept (and 
contains the translated amino acid sequences for which the assemblage encodes). The 
nearest neighbor results is set forth below: 



SEQ ID 

NO: 


Accession 
No. 


Description 


Smith- 
Waterman Score 


% Identity 


2 


AJOlplOl 


Homo sapiens IRC la 


407 


33.968 



134 



WO 02/066600 



PCT/US01/49435 



17 


U70665 


Homo sapiens putative 
inhibitory receptor 


211 


32.432 


48 


AJ010101 


Homo sapiens IRCla 


350 


48.780 


64 \ 


AB002362 


Homo sapiens K3AA0364 . 


199 


39.423 



The nucleotide^jqyence-vvithin she 'assembled centigs-that codes for signal peptide . 
sequences and their cleavage sites can be determined from using Neural Network SignalP 
5 Vl.l program (from Center for Biological Sequence Analysis, The Technical University of 
Denmark). The process for identifying prokaryotic and eukaryotic signal peptides and their 
cleavage sites are also disclosed by Henrik Nielson, Jacob Engelbrecht, Soren Brunak, and 
Gunnar von Heijne in the publication " Identification of prokaryotic and eukaryotic signal 
peptides and prediction of their cleavage sites" Protein Engineering, vol. 10, no. 1, pp. 1-6 
10 (1997), incorporated herein by reference. A maximum S score and a mean S score, as 
described in the Nielson et al reference, are obtained for each assembled contig. Starting 
from the first amino acid of the predicted signal sequence, a sequence of 45 amino acids is 
described Not all forty-five amino acids in the sequence may comprise the signal peptide. 

15 ForSEQE)NO:2: 



Beginning and 
end nucleotide 
location 
corresponding 
to amino acid 
segment 


Maximum S 
score 


mean S 
score 


Amino acid segment containing signal 
peptide (A=Alanine, C=Cysteine, 
D=Aspartic Acid, E= Glutamic Acid, 
F=Phenylalanine, G=Glycine, 
H=EBstidine, I=Isoleucine, K=Lysine, 
L?=Leucine, M=Methionine, 
N=Asparagine, P=Proline, Q=Glutamine, 
R=Arginine, S=Serine, T=Threonine, 
V= Valine, W=Tryptophan, Y=:Tyrosine, 
X=Unknown, *=Stop Codon, /=possible 
nucleotide deletion, \=possible nucleotide 
insertion) 


114:249 


0.982 


0.959 


MPLLTLYT J I ,FWLSGYSIATQITGPTT 
VNGLERGSLTVQCVYRSG (SEQBD 
NO: 33) 
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The predicted amino acid sequences for SEQ ID NO: 17, 48, and 64 were 
obtained by using a software program called FASTY (available from 
http://fasta:bioch.virginia.edu) which selects a polypeptide based on a comparison of 
translated novel polynucleotide to known polynucleotides (W :R. Pearson, Methods in 

-"Enzymology: !5^fr3-9S-{i99D). incorporated hereiri'byrefsrenGeV. ' . 



. ForSEQ IDXO: 17.. 4S,-and<54: . 



SEQ 

JD 

NO: 


Predicted 
beginning 
nucleotide 
location 
correspondi 
ng to first 
amino acid 
residue of 
amino acid 
sequence 


Predicted 
end 

nucleotide 
location 
correspondi 
ng to first 
amino acid 
residue of 
amino acid 
sequence 


Amino acid segment containing signal peptide 
(A=Alanine, OCysteine, D=Aspartic Acid, E= 
Glutamic Acid, F=Phenylalanine, G=Glycine, 
H=Histidine, I=Isoleucine, K=Lysine, L=Leucine, 
M=Methionine, N=Asparagine, P=Proline, 
Q=Glutamine, R=Arginine, S=Serine, 
T=Threonine, V=Valine, W=Tryptophan, 
Y=Tyrosine, X=Unknown, *=Stop Codon, 
/=possible nucleotide deletion, V=possible 
nucleotide insertion) 


17 


130 


876 


NPRRGLGSGRRDAMTAEFLSLLCLGLCLGYE 

DEKKNEKPPKPSLHAWPSSVVEAESNVTLKC 

QAHSQNVTFVLRKVNDSGYKQEQSSAENEA 

EPPFTDLKPKDAGRYFCAYKTTASHEWSESS 

EHLQLVVTDKHDELEAPSMKTDTRTIFVAIFS 

CISlIIJLi^VFnYRCSQHSSSSEESTKRTSHS 

KIPEQEAAEADI^NMERVSLSTADPQGVTY 

AELSTSALSEAASDTTQEPPGSHEYAALKV(S 

EQ ID NO: 34) 


48 


14 


383 


VGSFQIGFT ,T J J .WURDSTGEIVKTQSPSTLSG 
SPGERATLSCRASQRVSIILAWDQQKPGQAP 
MLLMYRACTRAIDIPARFSGGGSGTEFrLTTS 
SLQSGDCAVYFWQHYNNWPPWTFGQGTR 
(SEQ ID NO: 58) 


64 


32 


428 


GAIMIPJaJLSLLCFRLRVGQGDTRGDGSLPKP 
SIIAWPTSWPANSNVTLRCWTPARGVSCVL 
RKGGIILESPKPIJDSTEGADECHLYNLKVRN 
AGEYTCEYYPJCACPHEL5QSSDDIJXMVTGH 
LCKPIUR (SEQ ED NO: 64) 



EXAMPLE 3 
ASSEMBLAGE OF SEP ID NO: 5. 21. 36. and 49 
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Assembly of novel nucleotide sequences of SEQ ID NO: 5, 21, 36, and 49 was 
accomplished by using EST sequences SEQ ID NO: 1, 16, 35, and 47 as seeds, 
respectively. The seeds were extended at both the 3* and 5' end by gel sequencing (377 
Applied Biosystems (ABI) Sequencer) with new primers (primer extension). Some of the 
■ 5 seeds wre jilso ex*enced:using nested : primers and-RACE (Rapid ^mplifictitiott of cDNA , 
-; 7Er,ds%u$ir,g'Ma?^ -\ • y. - ? . . 

' " EXAMPLE'4 *" 

ASSEMBLAGE OF SEP ID NO: 1 8. 39. and 65 

10 

Using PHRAP (Univ. of Washington) or CAP4 (Paracel), afbMength gene 
cDNA sequences and its corresponding protein sequences were generated from the 
assemblage of SEQ ID NO: 17, 35, and 63. Any frame shifts and incorrect stop codons 
were corrected by hand editing. During editing, the sequence was checked using FASTY 
15 and/or BLAST against Genbank. (i.e. Genepept release 1 19). Other computer programs, 
which may have been used in the editing process, were phredPhrap and Consed 
(University of Washington) and ed-ready, ed-ext and cg I zip-2 (Hyseq, Inc.). 

20 EXAMPLE 5 

ASSEMBLAGE OF SEP ID NO: 3, 6. 19. 22, 37, 40. 50. and 66 

A polypeptide (SEQ ID NO: 3) was predicted to be encoded by SEQ ID NO: 2 as 
set forth below. The polypeptide was predicted using a software program called 

25 BLASTX which selects a polypeptide based on a comparison of translated novel 

polynucleotide to known polynucleotides. The initial methionine starts at position 114 of 
SEQ ID NO: 2 and the putative stop codon, TAG, begins at position 1029 of the 
nucleotide sequence* 

A polypeptide (SEQ ID NO: 6) was predicted to be encoded by SEQ ID NO: 5 as 

30 set forth below. The polypeptide was predicted using a software program called 
BLASTX which selects a polypeptide based on a comparison of translated novel 
polynucleotide to known polynucleotides. The initial methionine starts at position 280 of 
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SEQ ID NO: 5 and the putative stop codon, TAG, begins at position 766 of the nucleotide 
sequence. 

The leukocyte immunoglobulin receptor-like polypeptide of SEQ ID NO: 3 is an 
approximately 305-arnino acid protein with a predicted molecular mass of approximately 

~5~ " 34M5a un^iyc'Qsy]ate!d. Protein database 3ean^e$ r Avith-theBLASTX al?6nthm.(Altschul .' 
S:F..e: a!.. J. MoI/jEvojl 36:290-300 -(1993) and Altschul -S.f. *t:al."' J. Mol.' Biol? 21:403- : ' 
• 10 (1990.\ berein."incorpprated-by reference) indicate that SEQ ID N~0: .3 is homologous 
to leukocyte immunoglobulin receptors like IRC la and NK cell inhibitory receptors like * 
PIGR-1. Protein database search with eMATRIX software (Stanford University, 

10 Stanford CA) further show that a portion of SEQ ID NO: 3 (i.e. SEQ ID NO: 8) is 
homologous to poly Ig receptors. 

Figure 1 shows the BLASTX amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 2 (i.e. SEQ ID NO: 3) leukocyte immunoglobulin receptor-like 
polypeptide (also identified as "UR-like") and human IRCla protein SEQ ID NO: 14, 

15 indicating that the two sequences share 55% similarity over 297* amino acid residues and 
37% identity over the same 297 amino acid residues. . 

Figure 2 shows the BLASTX amino acid sequence alignment between the protein 
encoded by SEQ ID: 2 (i.e. SEQ ID NO: 3) leukocyte immunoglobulin receptor-like 
polypeptide (also identified as "UR-like") and human PIGR-1 (Patent Application No. 

20 EP897981) SEQ ID NO: 15, indicating that the two sequences share 63% similarity over 
176 amino acid residues and 53% identity over the same 176 amino acid residues. 

A predicted soluble, secreted splice variant of SEQ ID NO: 3 is SEQ ID NO: 6. It 
is an approximately 162 amino acid protein with a predicted molecular mass of 
approximately 18 kDa unglycosylated. Protein database searches with the BLASTX 

25 algorithm (Altschul S.F. et aL, J. Mol. Evol. 36:290-300 (1993) and Altschul S.F. et al., L 
Mol. Biol. 21 :403-10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 
6 is homologous to leukocyte immunoglobulin receptors like IRCla and NK cell 
inhibitory receptor like PIGR-1. Protein database search with eMATRIX software 
(Stanford University, Stanford CA) further show that a portion of SEQ ID NO: 7 (i.e. 

30 SEQ ID NO: 9) is homologous to poly Ig receptors. 
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Figure 3 shows the BLAS1X amino acid sequence alignment between the protein 
encoded by SEQ ID: 5 (i.e. SEQ ID NO: 6) leukocyte immunoglobulin receptor-like 
polypeptide (also identified as "UR-like") and human IRCla protein SEQ ID NO: 14, 
indicating that the two sequences share 57% similarity over 135 amino acid residues and 
-.5 ■ 38%:identity over the same -135 amino acid residues,. ; _ 

• Fi sure 4 shows the^BLASTX amino" aCii sequ^n'ce-dignment.be^een -he protein 
. encoded by SEQ ID NO: 5 lie'. SEQ ID. NO:-6'i leukocyte -immunoglobulin receptor-like 
polypeptide (also identified as 4 TJR-like") and human PIGR-1 (Patent Application No. 
EP897981) SEQ ID NO: 15, indicating that the two sequences share 67% similarity over 
10 145 amino acid residues and 59% identity over the same 145 amino acid residues. 

A predicted approximately thirty residue signal peptide is encoded from 
approximately residue 1 to residue 30 of both SEQ ID NO: 3 and SEQ ID NO: 6 (SEQ ID 
NO: 10). The extracellular portion is useful on its own. This can be confirmed by 
expression in mammalian cells and sequencing of the cleaved product. The signal 
15 peptide region was predicted using the Kyte-Doolittle hydrophobocity prediction 

algorithm (J. Mol Biol, 157, pp. 105-31 (1982), incorporated herein by reference). One 
of skill in the art will recognize that the actual cleavage site may be different than that 
predicted by the computer program. SEQ ID NO: 12 is the peptide resulting when the 
signal peptide is removedfrom SEQ ID NO: 3. SEQ ID NO: 13 is the peptide resulting ' 
20 when the signal peptide is removed from SEQ ID NO: 6. 

A predicted approximately fourteen residue transmembrane peptide is encoded 
from approximately residue 170 to residue 193 of SEQ ID NO: 3 (SEQ ID NO: 11). This 
can be confirmed by expression in mammalian cells. The transmembrane peptide region 
was predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
25 157, pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 
recognize that the actual transmembrane region may be different than that predicted by 
the computer program. 

Using eMATRIX software package (Stanford University, Stanford, CA) (Wu et 
aL, J. Comp. Biol., vol. 6, pp. 219-235 (1999), herein incorporated by reference), both the 
30 membrane-bound and soluble UR-like polypeptide is expected to have a poly Ig receptor 
domain at residues 82 - 129 of SEQ ID NO: 3 and residues 82 - 129 of SEQ ID NO: 6 
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(SEQ ID NO: 8 and SEQ ID NO: 9, respectively). SEQ ID NO 8 has serine in the 
position 129 while SEQ ID NO: 9 contains proline in the same position. The domains 
' corresponding to SEQ ID NO: 3 and SEQ ID NO: 6 are as foDows wherein A=Alanine, 
C=Cysteine, D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, G=Glycine, 
"5* . " - H=Histidine. I=Isol^cine ; K^Lysiile, L=Uucine r >I^MethipTiin§, N=Asp&agme, 
*f=Prqiine, Q=(^ . 
. \V=Tn>ptoph'an,- Y=Tyrosihe: , ■ ■ ... 

. Poly immunoglobulin receptor domain 
(IKI>NQKNRTF^ 

10 designated as SEQ ID NO: 8) p-value of 3.628e-9, DM01688B 2 (identification number . 
correlating to signature); located at residues 82-129 of SEQ ID NO: 3 and 

Poly immunoglobulin receptor domain 
(IKDNQKNRTFTVT^ 

designated as SEQ ID NO: 9) p-value of 2.5e-10, DM01688B 2 (identification number 
15 correlating to signature); located at residues 82-129 of SEQ ID NO: 6. 

A polypeptide (SEQ ID NO: 19) was predicted to be encoded by SEQ ID NO: 18 
as set forth below. The polypeptide was predicted using software programs called 
BLASTX/FASTY which selects a polypeptide based on a comparison of translated novel 
polynucleotide to known polypeptides. The initial methionine ATG starts at position 169 
20 of the nucleotide sequence and the putative stop codon, TAG, ends the coding region at 
position 879. 

Leukocyte immunoglobulin receptor-like polypeptide SEQ ID NO: 19 is an 
approximately 236-amino acid protein with a predicted molecular mass of approximately 
26 kDa unglycosylated. Protein database searches with the BLASTP algorithm (Altschul 

25 SJF. et aL, J. Mol. Evol. 36:290-300 (1993) $nd Altschul S.F. et al„ J. Mol. Biol. 21:403- 
10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 19 is homologous 
to leukocyte immunoglobulin receptors (LJRs) and immunoglobulin-like protein IGSF-L 
Protein database search with Molecular Simulations Inc. GeneAtlas software (Molecular 
Simulations Inc., San Diego, CA) further show that SEQ ID NO: 19 is homologous to 

30 killer cell inhibitory receptors. 
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Figure 5 shows the BLAST? amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 18 (i.e. SEQ ID NO: 19) leukocyte immunoglobulin receptor- 
like polypeptide (also identified as ct UR-like") and putative inhibitory receptor (Rojo et 
al, (1997.) J. Immunol., 158, 9 : 12) SEQ ID NO: 29, indicating that the two sequences 

• 5" . . .share .51 *tiimilarity over 145.ai7uno acid residues ; and 33% identity over the same 14*5 

;.. • .aminq acid residues; .. . / • 

• Figure 6 shows -he BLXSTB .amino acid sequence dignraenc.between the protein 
encoded by SEQ ID NO: 18 (i.e. SEQ JD NO: 19) leukocyte immunoglobulin receptor- 
like polypeptide (also identified as l UR-like") and human GP49 HM18 polypeptide 

10 (Patent Application No. WO9809638) SEQ ID NO: 30, indicating that the two sequences 
share 50% similarity over 123 amino acid residues and 34% identity over the same 123 
amino acid residues. 

A polypeptide (SEQ ID NO: 22) was predicted to be encoded by SEQ ID NO: 21 
as set forth below. The polypeptide was predicted using a software program called 

15 BLASTX which selects a polypeptide based on a comparison of translated novel 

polynucleotide to known polynucleotides. The initial methionine starts at position 176 of 
SEQ ID NO: 21 and the putative stop codon, TAA, begins at position 773 of the 
nucleotide sequence. 

SEQ ID NO 22 is a soluble, secreted splice variant of SEQ ID NO: 19. It is an 

20 approximately 199 amino acid protein with a predicted molecular mass of approximately 
22 kDa unglycosylated. Protein database searches with the BLASTP algorithm (Altschul 
S.R et al., J. Mol. Evol. 36:290-300 (1993) and Altschul S.R et al., J. Mol. Biol. 21:403- 
10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 22 is homologous 
to leukocyte immunoglobulin receptors (LORs) and immunoglobulin-like protein IGSF-1. 

25 Protein database search with Molecular Simulations Inc. GeneAtlas software* (Molecular 
Simulations Inc., San Diego, CA) further shows that SEQ ID NO: 22 is homologous to 
killer cell inhibitory receptors. 

Figure 7 shows the BLASTP amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 21 (i.e SEQ ID NO: 22) leukocyte immunoglobulin receptor- 

30 like polypeptide (also identified as "UR-like ,> ) and immunoglobulin-like protein IGSF1 
(Mazzarella et al, (1998) Genomics 48, 157-162) SEQ ID NO: 31, indicating that the two 
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sequences share 53% similarity over 209 amino acid residues and 38% identity over the 
same 209 amino acid residues. 

Figure 8 shows the BLASTP amino acid sequence alignment between the protein 
encoded by SEQ ID NO: 21 (i.e SEQ ID NO: 22) leukocyte immunoglobulin receptor- 
r 5 lil^e polypeptide (also identified as "URrlike") and human LrR T pbm36-2 protein '.(Patenf . 
Application 2s6. WO934S017) SEQ ID : N©': 52; :^dica?rng'*?hat the woVequences share ' 
' 46%' similarity over '236 amino acid residues and }2?c ideritUy over me same 235 amino 
acid residues. 

A predicted approximately sixteen residue signal peptide is encoded from 

10 approximately residue 1 to residue 16 of both SEQ ID NO: 19 and SEQ ID NO: 22 (SEQ 
ID NO: 25). The extracellular portion is useful on its own. This can be confirmed by 
expression in mammalian cells and sequencing of the cleaved product. The signal 
peptide region was predicted using the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), incorporated herein by reference). One 

15 of skill in the art will recognize that the actual cleavage site may be different than that 
predicted by the computer program. SEQ ID NO: 27 is the peptide resulting when the 
predicted signal peptide is removed from SEQ ID NO: 19. SEQ ID NO: 28 is the peptide 
resulting when the predicted signal peptide is removed from SEQ ID NO: 22. 

A predicted approximately twenty-three residue transmembrane peptide is 

20 encoded from approximately residue 135 to residue 157 of SEQ ID NO: 19 (SEQ ID NO: 
26). This can be confirmed by expression in mammalian cells. The transmembrane 
peptide region was predicted using the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), incorporated herein by reference). One 
of skill in the art will recognize that the actual transmembrane region may be different 

25 than that predicted by the computer program. 

Using Molecular Simulations Inc. GeneAtlas software (Molecular Simulations 
Inc., San Diego, CA), UR-like polypeptides of SEQ ID NO: 19 and 22 were determined 
to have a region at residues 26 - 97 with characteristic motifs to the killer cell inhibitory 
receptor domain (SEQ ID NO: 24). The corresponding domain within SEQ ID NO: 19 

30 and 22 is as follows wherein A=Alanine,-OCysteine, D=Aspartic Acid, E= Glutamic 
Acid, F=Phenylalariine, G=Glycine, H=H5stidine, L=Isoleucine, K=Lysine, L=Leucine, 
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M=Methionine, N=Asparagine, P=Proline, Q=Glutamine, R=Arginine, S=Serjne, 
T=Threonine, V=Valine, W=Tryptophan, Y=Tyrosine: 
Killer cell inhibitory receptor domain 
PPKPSIiLWPSSVVEAESNVT^ 
~5 £FPFTDLKPKD AGRYFCA ■ "\ 

' " des'ign'aied as SEQ -©'NO: ^^wi'ih-FSPB^ST e-value of 4:2e-24. protein 
• ^ database i^entification ^^ ; 
Bioinfoimatics. http://ww.rcsb.org/pbd), verify score = 0.26, located at residues "26-97 of 
SEQ ID NO; 19. 

10 The identical leukocyte immunoglobulin receptor-like polypeptide of both SEQ 

ID NO: 37 and 40 is an approximately 230-amino acid protein with a predicted molecular 
mass of approximately 26 kDa unglycosylateA Protein database search with Molecular 
Simulations Lie. GeneAtlas software (Molecular Simulations Inc., San Diego, CA) 
further shows that both SEQ ID NO: 37 and 40 and is homologous to P58 killer cell 

1 5 inhibitory receptor. 

Figure 9 shows the GeneAtlas amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 36 and 39 (i.e SEQ ID NO: 37 and 40, respectively) 
leukocyte immunoglobulin receptor-like polypeptide (also identified as 'TIR-like") and 
human P58 killer cell inhibitory receptor protein, pdb Identification No. Ib6u, SEQ ID 

20 NO: 46, indicating that the two sequences share 33%. similarity over 103 amino acid 
residues and 19.4% identity over the same 103 amino acid residues. 

A predicted approximately fifteen residue signal peptide is encoded from 
approximately residue 1 to fesidue 15 of both SEQ ID NO: 37 and SEQ ID NO: 40 (SEQ 
ID NO: 43). The extracellular portion is useful on its own. This can be confirmed by 

25 expression in mammalian cells and sequencing of the cleaved product. The signal 
peptide region was predicted using the Kyte-Doolittle hydrophobocity prediction 
algorithm (J. Mol Biol, 157, pp. 105-31 (1982), incorporated herein by reference). One 
of skill in the art will recognize that the actual cleavage site may be different than that 
predicted by the computer program. 

30 A predicted approximately twenty-seven residue transmembrane peptide is 

encoded from approximately residue 116 to residue 143 of SEQ ID NO: 37 and SEQ ID 
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NO: 40 (SEQ ID NO: 44). The transmembrane portion may be useful on its own. This 
can be confirmed by expression in mammalian cells. The transmembrane peptide region 
was predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
157, pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 
5 recognize that the actual transmembrane region may be different ^ than that predicted 4?y 
the* computer program. ■ ■- . *--'- v 

The ■ieu^ocvte immunoglobulin receptcr-iike^pol>peptide'of SEQ'ID NO: *0.is.'an' 
approximately 201-amino acid protein with a predicted molecular mass of approximately' 
22 kDa unglycosylated. PrQtein database searches with the BLASTX algorithm (Altschul 

10 S.F. et al., J. Mol. Evol. 36:290-300 (1993) and Altschul S.F. et al, J. Mol. Biol. 21:403- 
10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 50 is homologous 
to leukocyte immunoglobulin receptors like CMRF35, NK cell inhibitory receptor, and 
human PIGR-2 receptor. 

Figure 10 shows the BLASTX amino acid sequence alignment between the 

15 protein encoded by SEQ ID NO: 49 (i.e. SEQ ID NO: 50) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "UR-like") and human CMRF 35 protein 
(Jackson et al, (1992) Eur. J. Immunol., 22, 1 157-1 163) SEQ ID NO: 60, indicating that 
the two sequences share 62% similarity over 217 amino acid residues and 48% identity * 
over the same 217 amino acid residues. 

20 Figure 1 1 shows the BLASTX amino acid sequence ailignment between the 

. protein encoded by SEQ ID NO: 49 (i.e. SEQ ID NO: 50) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as 'TJR-Iike") and human Natural Killer 
inhibitory receptor protein SEQ ID NO: 61, indicating that the two sequences share 64% 
similarity over 145 amino acid residues and 51% identity over the same 145 amino acid 

25 residues. 

Figure 12 shows the BLASTX amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 49 (i.e. SEQ ID NO: 50) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "LIR-like") and human PIGR-2 protein 
(Patent Application No. EP905237) SEQ ID NO: 62, indicating that the two sequences 
30 share 58% similarity over 205 amino acid residues and 47% identity over the same 205 
amino acid residues. 
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Figure 13 shows the GeneAtlas amino acid sequence alignment between the 
protein encoded by SEQ ID NO; 49 (i.e SEQ ID NO: 50) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as 'IJR-like") and T cell receptor, pdb 
Identification No. Ib88, SEQ ID NO: 59, indicating that the two sequences share 29.5% 

■5 . similarity over 1 12.amfnd3cid residues and H.6<fcJdenti:.y.0Merthe same M2 amin*© acid 
• residues.^ . . • ; ; •'" - ' : * '• ;.; 

A-pr^dic^dapproximately twenty-residue sTgrfni peptide is encoded from ■ ■ 
approximately residue 1 through residue 20 of SEQ ID NO: 50 (SEQ ID NO: 55). The 
extracellular portion is useful on its own. This can be confirmed by expression in 

10 mammalian cells and sequencing of the cleaved product The signal peptide region was 
predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
157, pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 
recognize that the actual cleavage site may be different than that predicted by the 
computer program. 

15 A predicted approximately twenty-four residue transmembrane peptide is encoded 

from approximately residue 167 to residue 191 of SEQ ID NO: 50 (SEQ ID NO: 56). 
The transmembrane portion may be useful on its own. This can be confirmed by 
expression in mammalian cells. The transmembrane peptide region was predicted using 
the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 157, pp. 105-31 

20 (1982), incorporated herein by reference). One of skill in the art will recognize that the 
actual transmembrane region may be different than that predicted by the computer 
program. 

Using eMATRIX software package (Stanford University, Stanford, CA) (Wu et 
al., I Comp. Biol., vol. 6, pp. 219-235 (1999), herein incorporated by reference), SEQ ID . 
25 NO: 50, LIR-like polypeptide is expected to have two poly-Ig receptor domains. The 
domains corresponding to SEQ ID NO: 53-54 are as follows wherein A== Alanine, 
C=Cysteine, D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, G=Glycine, 
H=H5stidine, I=Isoleucine, K=Lysine, L=Leucine, M=Methionine, N=Asparagine, 
P=Proline, Q=Glutamine, R^Arginine, S=Serine, T=Threonine, V=Valine, 
30 W=Tryptophan, Y=Tyrosine: 

Poly Immunoglobulin receptor domain 
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ITDHPGDLT^VTIJENL^ 

designated as (SEQ ID NO: 53) p-value of 4.504e-9, DM01688B 2 (identification 
number correlating to signature); located at residues 85-132 of SEQ ID NO: 50. 
Poly Immunoglobulin receptor domain 

: • - designated as 

• : number correl^ ■ 

A polypeptide (SEQ ID NO: 66) was predicted to be encoded by. SEQ ID NO: 65 ■ 
as set forth below. The polypeptide was predicted using software programs called 
10 BLASTX, which selects a polypeptide based on a comparison of translated novel 

polynucleotide to known polypeptides. The initial methionine ATG starts at position 35 
of the nucleotide sequence and the putative stop codon, TGA, ends the coding region at 
position 850. 

The leukocyte immunoglobulin receptor-like polypeptide of SEQ ID NO: 66 is an 

1 5 approximately 27 1-amino acid protein with a predicted molecular mass of approximately 
30.4 kDa unglycosylated. Protein database searches with the BLASTP algorithm 
(Altschul S.F. et ah, J. Mol. Evol. 36:290-300 (1993) and Altschul S.F. et al., J. Mol. 
Biol. 21:403-10 (1990), herein incorporated by reference) indicate that SEQ ID NO: 66 is 
homologous to human platelet glycoprotein VI-2 and FcR-II protein. 

20 Figure 14 shows the BLASTP amino acid sequence alignment between the 

protein encoded by SEQ ID NO: 65 (i.e. SEQ ID NO: 66) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "LIR-like") and human platelet glycoprotein 
VI-2 protein (Ezumi et a], (2000) Biochem. Biophys. Res. Commun. 277, 27-36) SEQ ID 
NO: 75, indicating that the two sequences share 50% similarity over residues 1-219 of 

25 SEQ ID NO: 66, and 37% identity over the same residues 1-219 of SEQ ID NO: 66. 

Figure 15 shows the BLASTP amino acid sequence alignment between the 
protein encoded by SEQ ID NO: 65 (i.e. SEQ ID NO: 66) leukocyte immunoglobulin 
receptor-like polypeptide (also identified as "UR-like") and human FcR-II protein 
(Patent Application No. WO9831806), SEQ ID NO: 76, indicating that the two sequences 

30 share 51% similarity over residues 27-262 of SEQ ID NO: 66 and 37% identity over the 
same amino acid residues 27-262 of SEQ ID NO: 66. 
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A predicted approximately sixteen-residue signal peptide is encoded from 
approximately residue 1 through residue 16 of SEQ ID NO: 66 (SEQ ID NO: 71). The 
extracellular portion is useful on its own. This can be confirmed by expression in 
mammalian cells and sequencing of the cleaved product. The signal peptide region was 

~5 * ..predicted using the 'Kyte-DeoKttle hydrophobocity prediction algorithnKJ. Mol-Biol, ' 
" • j\ 5j;;pp„ 105-3; 4.1 952). incorporated -herein :by reference) and also using- ihe Neural ; 

> w et^wrk Signup' VI .-l.-proerara (frdm Cepterfor Biological Sequence Analysis. The- mm 
" " ' Technical University of Denmark). One of skill in the art will recognize that the actual 
cleavage site may be different than that predicted by the computer program. 

10 A predicted approximately twenty four-residue transmembrane region is encoded 

from approximately residue 231 through residue 254 of SEQ ID NO: 66 (SEQ ID NO: 
73). The transmembrane portion may be useful on its own. The transmembrane region 
was predicted using the Kyte-Doolittle hydrophobocity prediction algorithm (J. Mol Biol, 
157, pp. 105-31 (1982), incorporated herein by reference). One of skill in the art will 

15 recognize that the actual cleavage site may be different than that predicted by the 
computer program. 

JUsing eMATRK software package (Stanford University, Stanford, CA) (Wu et 
aL, J. Comp. Biol., vol. 6, pp. 219-235 (1999), herein incorporated by reference), SEQ ID 
NO: 66, LIR-like polypeptide is expected to have three poly-Ig receptor domains. The 

20 domains corresponding to SEQ ID NO: 6% - 70 are as follows wherein A=Alanine, 
C=Cysteine, D=Aspartic Acid, E= Glutamic Acid, F=Phenylalanine, G=Glycine, 
H=Histidine, Hsoleucine, K=Lysine, L=Leucine, M=Methionine, N=Asparagine, 
P=Proline, Q=Glutamine, R=Arginine, S=Serine, T=Threonine, V=Valine, 
W=Tryptophan, Y=Tyrosine: 

25 Receptor cell NK glycoprotein immunoglobulin 

GSLPKPSLSAWPSSVWANSNV^ 

designated as (SEQ ID NO: 68) p-value of 6.625e-10, PD01652A (identification 
number correlating to signature); located at residues 24 - 59 of SEQ ID NO: 66. 

Receptor cell NK glycoprotein immunoglobulin 
30 CVGQGDTRGDGSLPKPSLi5AWPSSVW 
GGI 
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designated as (SEQ ID NO: 69) p-value of 1.836e-9, PD01652B (identification 
number correlating to signature); located at residues 14 - 65 of SEQ ID NO: 66, 
RSDVlliLWGHI^ 

LK 

_5 designated as (SEQ ID NO: 70) p-value of 4.02 le-9 ? PD01652B (identification 

- - - number correlating i.o.signatyrey/ipcated at residues Ml T i6~<>f SE"Q-ID NQr 66. 

EXAMPLE 6 

10 A. Expression of SEP ID NO: 3. 6, 19, 22. 37. 40. 50. and 66 in cells 

Chinese Hamster Ovary (CHO) cells or other suitable cell types are grown in 
DMEM (ATCC) and 10% fetal bovine serum (FBS) (Gibco) to 70% confluence. Prior to 
transfection the media is changed to DMEM and 0.5% FCS. Cells are transfected with 
cDNAs for SEQ ID NO: 3, 6, 19, 22, 37, 40 50, 66, or with pBGal vector by the 

15 FuGENE-6 transfection reagent (Boehringer). In summary, 4 fii of FuGENE-6 is diluted 
in 100 \i\ of DMEM and incubated for 5 minutes. Then, this is added to 1 fig of DNA 
and incubated for 15 minutes before adding it to a 35 mm dish of CHO cells. The CHO 
cells are incubated at 37°C with 5% C0 2 . After 24 hours, media aiid cell lysates are 
collected, centrifuged and dialyzed against assay buffer (15 mM Tris pH 7.6, 134 mM 

20 NaCl, 5 mM glucose, 3 mM CaCl 2 and MgCl 2 . 

B. Expression Study Using SEP ID NO: 1-2. 4-5. 7. 16-18. 20-21, 23. 35-36. 38-39. 

4L 47-49. 51. 63-65. or 67 
The expression of SEQ ID NP: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 41, 

25 47-49, 51 , 63-65, or 67 in various tissues is analyzed using a semi-quantitative 

polymerase chain reaction-based technique. Human cDNA libraries are used as sources 
of expressed genes from tissues of interest (adult bladder, adult brain, adult heart, adult . 
kidney, adult lymph node, adult liver, adult lung, adult ovary, adult placenta, adult 
rectum, adult spleen, adult testis, bone marrow, thymus, thyroid gland, fetal kidney, fetal 

30 liver, fetal liver-spleen, fetal skin, fetal brain, fetal leukocyte and macrophage). Gene- 
specific primers are used to amplify portions of the SEQ ID NO: 1-2, 4-5, 7, 16-18, 20- 
21, 23, 35-36, 38-39, 41, 47-49, 51, 63-65, or 67 sequences from the samples. Amplified 
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products are separated on an agarose gel, transferred and chemically linked to a nylon 
filter. The filter is then hybridized with a radioactively labeled ( 33 P-dCTP) double- 
stranded probe generated from SEQ ID NO: 1-2, 4-5, 7, 16-18, 20-21, 23, 35-36, 38-39, 
41, 47-49, 51, 63-65, or 67 using a Klenow polymerase, random-prime method. The 
filters rare washed (high.stringency) and. used to expose a phospho'rimagirig screen for - 
several hburs. 'Bands, indicate presence of cDN\Vin^ . 
•16-lS. 10-21. 23 f "o5-26. : 38-39; 41, 47-49, 51. 6^-65/or-67 -sequences in a specific ■ - 
library, and thus mRNA expression in the corresponding cell type or tissue. 



149 



WO 02/066600 



PCTYUS01/49435 



CLAIMS 

WE CLAIM: 

!> 7 1 !• _ Anlsblafidpoljmucleotide-com nucleotidrseqtrence 

: '■ ^ot'sd'fiom the-greup consisting or-SEQ ID-3C©": 1-7-4^^0-21; 23 , 36. -2M59-, 4l, 

43,4s 51 ..64-65 arid 67, the translated protein coding pordeh'.zhereoft ihe.hiiuure-pfotein 
•coding portion thereof, the extracellular portion thereof, or the active domain thereof. 

10 2. An isolated polynucleotide encoding a polypeptide with biological 

activity, said polynucleotide having greater than about 98% sequence identity with the 
polynucleotide of claim 1 . 



15 



20 



3. The polynucleotide of claim I which is a DNA sequence. 

4. An isolated polynucleotide which comprises the complement of the 
polynucleotide of claim 1. 

5. A vector comprising the polynucleotide of claim 1. 

6. An expression vector comprising the polynucleotide of claim 1. 

7. A host cell genetically engineered to express the polynucleotide of 

claim 1. 

25 

8. The host cell of claim 7 wherein the polynucleotide is in operative 
association with a regulatory sequence that controls expression of the polynucleotide in 
the host cell. 

30 9. An isolated polypeptide comprising an amino acid sequence which is 

at least 95% identical to the amino acid sequence selected from the group consisting of SEQ 
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ID NO: 3, 6, 8-13, 19, 22, 24-28, 33-34, 37, 42-45, 50, 52-58, 66, 68-73, and 74 the 
translated protein coding portion thereof, the mature protein coding portion thereof, the 
extracellular portion thereof, or the active domain thereof. 

5 •„ - w 10. A composition comprising tHe; polypeptide of claim 9 and a carrier. ■ 

• - 41. .A poivpeptide r iiavihg^iR^lke SctiMly, comprising at leacst ten • 
consecutive amino acids from the polypeptide sequences selected from the group 
consisting of SEQ ID NO: 3, 6, 8-13, 19, 22, 24-28, 33-34, 37, 42^5, 50, 52-58, 66, 68- 
10 73 and 74. 

12. The polypeptide of claim 1 1, comprising at least five consecutive 
amino acids from the polypeptide sequences selected from the group consisting of SEQ 
ID NO: 3, 6, 8-13, 19, 22, 24-28, 33-34, 37, 42-45, 50, 52-58, 66, 68-73, and 74. 

15 

13. A polynucleotide encoding a polypeptide according to claim 11. 

14. A polynucleotide encoding a polypeptide according to claim 12. 
20 15. A polynucleotide encoding a polypeptide according to claim 9. 

16. An antibody specific for the polypeptide of claim 9. 

17. A method for detecting the polynucleotide of claim 1 in a sample, 

25 comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polynucleotide of claim 1 for a period sufficient to form the complex; an 

b) detecting the complex, so that if a complex is detected, the 
polynucleotide of claim 1 is detected. 

30 
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18. A method for detecting the polynucleotide of claim 1 in a sample, 

comprising: 

a) contacting the sample under stringent hybridization conditions 
with nucleic acid primers that anneal to the polynucleotide of claim 1 under such 

conditions: ' "". ™- V ' . ■ . " ' w - . " 

.fe) ' - -amplifying. product coir^risjng ac letist -a .portion of -the" " - • "• ; 
polynucleocide of data .1;- and : . ' 

c) detecting said product and thereby the polynucleotide of claim 1 in 

the sample. 

19. The method of claim 18, wherein the polynucleotide comprises an 
RNA molecule and the method further comprises reverse transcribing an annealed RNA 
molecule into a cDNA polynucleotide. 

20. A method for detecting the polypeptide of claim 9 in a sample, 

comprising: 

a) contacting the sample with a compound that binds to and forms a 
complex with the polypeptide under conditions and for a period sufficient to form the 
complex; and 

b) detecting formation of the complex, so that if a complex formation 
is detected, the polypeptide of claim 9 is detected. 

21. A method for identifying a compound that binds to the polypeptide 
of claim 9, comprising: 

a) contacting the compound with the polypeptide of claim 9 under 
conditions and for a time sufficient to form a polypeptide/compound complex; and 

b) detecting the complex, so that if the polypeptide/compound 
complex is detected, a compound that binds to the polypeptide of claim 9 is identified. 

22. A method for identifying a compound that binds to the polypeptide 
of claim 9, comprising: 
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a) contacting the compound with the polypeptide of claim 9, in a cell, 
for a time sufficient to form a polypeptide/compound complex, wherein the complex 
drives expression of a reporter gene sequence in the cell; and 

b) detecting the complex by detecting reporter gene sequence 

expression. TWthfct if -the polypeptide/eprnpeana'cemplex- is. detected.-;! compound #mt - . - 
binds to ?hfc p6!v£eptide of-daim.9 ^.identified.'. \" " 

23. A method of producing an UDR-like polypeptide^ comprising, 

a) culturing the host cell of claim 7 under conditions sufficient to 
express the polypeptide in said cell; and 

b) isolating the polypeptide from the cell culture or cells of step (a). 

24. A kit comprising the polypeptide of claim 9. 

25. A nucleic acid array comprising the polynucleotide of claim 1 or a 
unique segment of the polynucleotide of claim 1 attached to a surface. 

26. The array. of claim 25, wherein the array detects full-matches to the 
polynucleotide or a unique segment of the polynucleotide of claim 1. 

27. The array of claim 25, wherein the array detects mismatches to the 
polynucleotide or a unique segment of the polynucleotide of claim 1. 

28. A method of treatment of a subject in need of enhanced activity or 
expression of LIR-like polypeptide of claim 9 comprising administering to the subject a 
composition selected from the group consisting of: 

(a) a therapeutic amount of a agonist of said polypeptide; 

(b) a therapeutic amount of the polypeptide; and 

(c) a therapeutic amount of a polynucleotide encoding the 
polypeptide in a form and under conditions such that the 
polypeptide is produced, 
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and a pharmaceutical^ acceptable carrier. 

29. A method of treatment of a subject having need to inhibit activity 
or expression of LIR-like polypeptide comprising administering to the subject a 

"5 . composition ^!ec*ed*from"'the\grou^ " ' ' m g " " 

. ' "Csl> artherapeutic amount bf an-&nt;igbni$t to said JQlypepade: : ' - 

• " . - (?) a-Therapeu;ic jimoun^pf a -nucleic acid^moleeuIe-tKai inhibits 

the expression of the nucleotide sequence encoding said 
polypeptide; and 

10 (c) a therapeutic amount of a polypeptide that competes with the 

LIR-Iike polypeptide for its Iigand 
and apharmaceutically acceptable carrier. 

15 



154 



WO 02/066600 



1/15 



PCT/US01/49435 



■ p. - 

PU- 
IS 
ft 



H 

* 
H 

a 



ro 

Q 
H 

g 



00 



Q) 

.. o 
>i a) 
H *r> 



00 
CM 
I 

<D dP 

^ in 
• in 
n — 

it r- 



CO U> 
OI rH 
I 

<D It 
• to 

OJ 0) 

»•£ 

U -H 
U O 

0) o 



JJ — 



a <r< : 
« ON 
S § 1! 

— iH tn 

18! 



m 0) 
•H 

11 U 
•H 

4) 4J 

O Q) 
CO H 




CD 
H 
En 





in 




OJ 00 




o o\ 




H OJ 








8i + gi 


< i 


H H H 


w i 


fri > 


W 1 


WWW 


a i 


£ £ 


e: 





x o • 

r-i CO 



CD CO 
G> Oi 



§ s s u « s s a s 



WO 02/066600 PCT/U SO 1/49435 

2/15 




o 

H 
fa 



WO 02/066600 



3/15 



PCT/US01/49435 



H 
I 

i 

Pi 
H 

a 

H 



P 
H 

a 
w 

CQ 
CD 

1 



S3 

o « 

J H 

o 



^ H 

6 * 
o ~ 

is 

2 ^ 

Q CQ 
H 

a Q 

W H 
CO H 

w 

§1 

53 H 



H Q 

; &- 

CO P 

n cm 




m 
CD 

H 
ft 



& & 



a S S w o w 



WO 02/066600 



4/15 



PCT/US01/49435 



CO 

« Pi 



Q 
H 

a 

w 



13 



O 

o, 

0) 
4* 

•rl 
<-i 
t 

s 
& 

a: 

O P 

r-l W 





n u 

<D XI 

o a> 

CO H 



CD 
H 
fa 



& s & s 

5) -n 3 -n 

d S 3 8 



% S 

O to 



WO 02/066600 



5/15 



PCT/US01/49435 



ot 
w 



0) 

-A 
U 

0) 



5- 



u " 

o « 



TO 

§ 



-U 

u 

8 



> 

•H 
X) 



I 

O 
• rH 

D 

in 

cm 



i 

a) ii 
o 
• n 
cn Q) 

II *H 

Jj-H 
U 0) 

a) o 



— CO 
in n 




in 



CD 

H 



9 



■ CD, 



H. 

H- 
^. 
ft 

ft W 

is- 

JOP 
W Pi H 



3 u 



0) -n 
O TO 



o II 
in 

■&3 



r . • ii. — 



HO 



S3 



3 fl 



■ u < * 

>- - C 

ffi CS 

VO H tH 

" H H 



& ts & tl 
3 3 3 8 



WO 02/066600 



6/15 



PCT/US01/49435 



2 


W 




« 3 


u o 


B 


Pi 




00 




g 


1 


o> 







5 

-rH 

& 

a 

Q) 

4J , 



£8 

Q) w 



O 



CD O 

o & 

■is I 

c "n 
-J il- v= 



n 



— o 



O CM 
rH l£> 



CN 0) 

JJ -H 
U 0) 
Q) O 



sss 



2 *r 



* (0 

Si 

* to 

.. co 43 
(1) Tl C 



«5 II «H 
tl U 

0 i) 

0) M 



Q) 

5 



vo 



o 

H 

fa 



— r . t-. — •■* CD . 



Q) 



■us 



WO 02/066600 



7/15 . 



PCTYUS01/49435 



Q 
H 



V4 , 




Q) 
01 
<D 
G 
0) 

Cn 



o 
5s 

0» 

Ui 

G 



0) 
O 



.£.'. 

CD 
B 



H 

fa 



WO 02/066600 



8/15 



PCT/US01/49435 



! 



*&■ 

P4 W <N 

H co 

CO >* 
fO Pi B 



CN 



•S 



a) 



0> 



O 

Q) £ 

S3 

Qi o, 
a) 



o 

Qi 



tl VD 
CO 
Pi OJ 



* • TO 
ro Q) 

r» 
II H 

-P -H 
U 01 
0) o 
ftCU 



'< 

i — I (l> 

,Q p 

SUA' S - 

tn h «— 

2 i ~r< 
5 is r ■ a £ 

" i. F. = " 'r- . „ - 



in 



CM QJ 
II -U 

•rt 

<D -U 
U C 
O (I) 

o*o 

CO H 




!>, U >, U S 

M U H t> H 

0) T» 9 Tl <B 

3 g 3 8 3 



a a a « 



CN 



03 
O 

a 



00 



CD 

H 



WO 02/066600 



9/15 



PCT/US01/49435 



a\ 



n 
o 



H 



to 
> 



w 
o 



dp 



o 
II 

I 

o 



o 

•H 
•H 

I 



K ui w 



'I I 



O 



3 

o» 



WO 02/066600 PCT/US01/49435 

10/15 



o 
in 

Q 
H 

Ot 

w . 

CO 



ft 

a> oo 

p, o in 

£ o ro 

»— I oo I 

0 O Du 
0. C*g 

a) ftO 

•ri A — 

r-l H 

1 G r- 
M 0) w 
O tn*o 

8 g- 

Q) — 

U m t-4 




CO 

ro 

I — 



II r- 

H 

- m 
co m 
m h 

i 

a> n 

• 03 

m3 

■P 

O CQ 
<U O 



— CO 
01 ^ 



^ V 

II *J 
•H 
0 JJ 

8§ 
u »o 

W H 




O 
H 



CD 
H 
fa 



& 3 



& « .. . 



WO 02/066600 



11/15 



PCT/US01/49435 



a 



3 o w 

ffl h K 




H 
H 



o 

H 



WO 02/066600 



12/15 



PCT/US01/49435 



o 
m 

B 

03 



0) 



3 P -H 



H 



C 




0) JJ 

o 0 

as 



& 8 & 

A V S S 



O 

H 



WO 02/066600 



13/15 



PCT/US01/49435 



o 

IT) 

Q 

M- 

O 
W 



CD — 



en 

r4 



H 



2 













11 






o 


. °* 


J 


m 


ro 






o 


0) 




ro 




•H 


m 




n 


it 










x> 




8 


§ 


O 


& 






•r» 


0) 




3 






w 




3 


a 



3 

a 



WO 02/066600 



14/15 



PCT7US01/49435 



CU W H 
H Oj W 



Bl 



pu Pi 



m 



i 

in 



cnj dp 

o ■ 
cu in 



p o 

CO CNJ 

ro o 
m w 

in ti 

fH in 

* 2> 
H > 

-H 
•U 4J 



xJ ro 
•H — 

o 

.• ^ 

"o n 



00 

00 w 

•H 
II X> 
•H 



CO Ot 
J J J 
to CO CO 

sss 

04 Pi 
CO Ot 

oo o 

Q I 

o co 
OS + ot 
^ 4 
Q 

O > 
O + K 
OOQ 

> + M 

o y u 
u o u 

cc + < 

t: & 

- Sai -CC 
2.- ft: ft, 
H* ■ "CC* 

2 S.E 




H 



WO 02/066600 



15/15 



PCT/US01/49435 



■4 



H* 
B 
ft 
W 

Pi 















s 




Q 

H 








a Co 




W r- 




w 












o § 




T> _ 




•H Q 


00 


4J H 


cn 


Pi 


i 


0)0 


a> — 


PiW 


^ dp 






«-{ ^ 


iH to 


O 




Pi <D 


11 


U 


CO 








03 


"rH & 


co eg 


1 G 


CM 






o M 


O 


Pi -3 


^ II 




r-l W 








"3 


22 












-H H 


<D CQ 


d H 






1* 


5i 




o o 












O CN 


w r- 


d ro 


jj co 




-H — 


| cn 


.Q 


g V£> 


CO 




o m 




• 




' r- ^ 


u m 





O vo rn 

. ? — « 
Q) a 

^ W II 

■•.£} 
M U &> 



t-i cc 
II • 

co 

<-! 01 

ro 0) 
•H 

II -u 
-H 

(U i-> 

o § 

U 

CO M 




. + _ 
CO + rfj 
~\ Pi (U 

_j • a 
< «tf *! 
co C5. 

<o 5 
a* A Qi 
i< 

ft. 0* 



fro & U & u M' o 



in 
H 



CD 

H 
fa 



WO 02/066600 



PCT/USO 1/49435 



SEQUENCE LISTING 



<110> Boyle, Bryan J 
Kuo, Chiauyun 
Mize, Nancy K 
Haley, Dana A 
Arterbum, Matthew C 
— Tang, - Y. Tom- 
Zhou , Ping 
Liu, Chenghua 
Asundi, Vinod 
. Drmanac, Radoje T 
Yeung, George 
Palencia, Servando 

<120> Methods and Materials Relating to Leukocyte 

Immunoglobulin Receptor-Like (LIR-Like) Polypeptides 
and Polynucleotides 

<130> HYS-19CIP 

<140> Not Yet Assigned 
<141> 2000-12-29 

<150> 09/642,610 
<151> 2000-08-17 

<150> 09/560,875 
<151> 2000-04-27 

<150> 09/496,914 
<151> 2000-02-*03 

<150> 09/491,404 
<151> 2000-01-25 

<150> 09/524,454 
<151> 2000-05-19 

<150> 09/519,705 
<151> 2000-03-07 

<160> 78 

<170> Patentln Ver. 2.1 

<210> 1 

<211> 423 

<212> DMA 

<213> Homo sapiens 



agagaagatg cccctgctga cactctacct gctcctcttc tggctctcat gctactccat 60 
tgtcactcaa atcgccggtc caacaacagt gaatggcttg gagcggggct ccttgaccgt 120 
gcagtgtgtt tacagatcag gctgggagac ctacttgaag tggtggtgtc gaggagctat 180 
ttggcgtgac tgcaagatcc ttgttaaaac cagtgggtca gagcaggagg tgaagaggga 240 
ccgggtgtcc atcaaggaca atcataaaaa ccgcacgttc actgtgacca tggaggatct 300 
catgaaaact gatgctgaca cttactggtg tggaattgag aaaactggaa atgaccttgg 360 
ggtcacagtt caagtgacca ttgacccagc accagtcact ccagaagaaa ctagcagctt 420 
ccc 423 



<210> 2 
<211> 1821 



<400> 



1 



Page 



1 
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<212> DMA 

<213> Homo sapiens 

<220> 
<221> CDS 

<222> (114) . . (1031) 

~<4'0tt>~2' * ' ' ' " - ' 

tttcgtgagg aagttcaagg gcgagagtga gtaccagcag aaggctggga gtctgtagtt 60 

tgttcctgct gccaggctcc actgagggga acggggacct gtctgaagag aag atg 116 

Met 
1 

ccc ctg ctg aca etc tac ctg etc etc ttc tgg etc tea ggc tac tec 164 
Pro Leu Leu Thr Leu Tyr Leu Leu Leu Phe Trp Leu Ser Gly Tyr Ser 
5 10 15 

att gec act caa ate acc ggt cca aca aca gtg aat ggc ttg gag egg 212 
lie Ala Thr Gin He Thr Gly Pro Thr Thr Val Asn Gly Leu Glu Arg 
20 25 30 

ggc tec ttg acc gtg cag tgt gtt tac aga tea ggc tgg gag acc tac 260 
Gly Ser Leu Thr Val Gin Cys Val Tyr Arg Ser Gly Trp Glu Thr Tyr 
35 40 45 

ttg aag tgg tgg tgt cga gga get att tgg cgt gac tgc aag ate ctt 308 
Leu Lys Trp Trp Cys Arg Gly Ala He Trp Arg Asp Cys Lys He Leu 
50 55 60 65 

gtt aaa acc agt ggg tea gag cag gag gtg aag agg gac egg gtg tec 356 
Val Lys Thr Ser Gly Ser Glu Gin Glu Val Lys Arg Asp Arg Val Ser 
70 75 80 

ate aag gac aat cag aaa aac cgc acg ttc act gtg acc atg gag gat 404 
He Lys Asp Asn Gin Lys Asn Arg Thr Phe Thr Val Thr Met Glu Asp 
85 90 95 

etc atg aaa act gat get gac act tac tgg tgt gga att gag aaa act 452 
Leu Met Lys Thr Asp Ala Asp Thr Tyr Trp Cys Gly He Glu Lys Thr 
100 105 HO 

gga aat gac ctt ggg gtc aca gtt caa gtg acc att gac cca gcg teg 500 
Gly Asn Asp Leu Gly Val Thr Val Gin- Val Thr He Asp Pro Ala Ser 
115 120 125 

act cct gee ccc acc acg cct acc tec act acg ttt aca gca cca gtc 548 
Thr Pro Ala Pro Thr Thr Pro Thr Ser Thr Thr Phe Thr Ala Pro Val 
130 135 140 145 

acc caa gaa gaa act age age tec cca act ctg acc ggc cac cac ttg 596 
Thr Gin Glu Glu Thr Ser Ser Ser Pro Thr Leu Thr Gly His His Leu 
150 155 160 

gac aac agg cac aag etc ctg aag etc agt gtc etc ctg ccc etc ate 644 
Asp Asn Arg His Lys Leu Leu Lys Leu Ser Val Leu Leu Pro Leu lie 
165 170 175 

ttc acc ata ttg ctg ctg ctt ttg gtg gee gee tea etc ttg get tgg 692 
Phe Thr He Leu Leu Leu Leu Leu Val Ala Ala Ser Leu Leu Ala Trp 
180 185 190 

agg atg atg aag tac cag cag aaa gca gec ggg atg tec cca gag cag 740 
Arg Met Met Lys Tyr Gin Gin Lys Ala Ala Gly Met Ser Pro Glu Gin 

Page 2 



WO 02/066600 



PCT/US01/49435 



195 200 205 

gta ctg cag ccc ctg gag ggc gac etc tgc tat gca gac ctg acc ctg 788 
Val Leu Gin Pro Leu Glu Gly Asp Leu Cys Tyr Ala Asp Leu Thr Leu 
210 215 220 225 

cag ctg gec gga acc tec ccg caa aag get acc acg aag ctt tec tct 836 

Gin -Leu Ala Gly 'Thr Ser Pro Gin Lys Ala 'Thr Thr Lys Leu Ser Ser 

230 235 240 

gec cag gtt gac cag gtg gaa gtg gaa tat gtc acc atg get tec ttg 884 
Ala Gin Val Asp Gin Val Glu Val Glu Tyr Val Thr Met Ala Ser Leu 
245 250 255 

ccg aag gag gac att tec tat gca tct ctg acc ttg ggt get gag gat 932 
Pro Lys Glu Asp He Ser Tyr Ala Ser Leu Thr Leu Gly Ala Glu Asp 
260 265 270 

cag gaa ccg acc tac tgc aac atg ggc cac etc agt age cac etc ccc 980 
Gin Glu Pro Thr Tyr Cys Asn Met Gly His Leu Ser Ser His Leu Pro 
275 280 285 

ggc agg ggc cct gag gag ccc acg gaa tac age acc ate age agg cct 1028 
Gly Arg Gly Pro Glu Glu Pro Thr Glu Tyr Ser Thr He Ser Arg Pro 
290 295 300 305 

tag cctgcactcc aggctccttc ttggacccca ggctgtgagc acactcctgc 1081 

ctcatcgacc gtctgccccc tgctcccctc atcaggacca acccggggac tggtgcctct 1141 
gectgatcfag ccagcattgc ccctagctct gggttgggct tggggccaag tctcaggggg 1201 
cttctaggag ttggggtttt etaaaegtco cctcctctcc tacatagttg aggagggggc 1261 
tagggatatg ctctggggct ttcatgggaa tgatgaagat gataatgaga aaaatgttat 1321 
cattattatc atgaagtacc attatcataa tacaatgaac ctttatttat tgcctaccac 1381 
atgttatggg ctgaataatg gcccccaaag atatctgtgt cctaatcctc agaacttgtg 1441 
actgttacct tctgtggcag aaagggacag tgcagatgta tgtaagttaa ggactttgag 1501 
atagagaggt tattcttget gattcaggtg ggcccaaaat atcaccacaa gggtcctcat 1561 
aagaaagagg ccagaaggtc aaagaggtag agacaaagtg atgatggaag tggacgtggg 1621 
tgtgacgtga geaggggeca tgaatgeege agecttcaga tgccagaaag ggaaaggaat 1681 
ggattcccct gcctggagcc tccaaaagaa accagccctg cccacgcctt gaettgagee 1741 
cattgaaact gatcttgagc tcctggcctc cagaattgea ggagaataaa tttgtgttgt 1801 
ttttaatgag aaaaaaaaaa 1821 

<210> 3 

<211> 305 

<212> PRT 

<213> Homo sapiens 

<400> 3 

Met Pro Leu Leu Thr Leu Tyr Leu Leu Leu Phe Trp Leu Ser Gly Tyr 
15 10 15 
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Ser He- Ala Thr Gin lie Thr Gly Pro Thr Thr Val Asn Gly Leu Glu 

20 25 30 

Arg Gly Ser Leu Thr Val Gin Cys Val Tyr Arg Ser Gly Trp Glu Thr 

35 40 45 

Tyr Leu Lys Trp Trp Cys Arg Gly Ala lie Trp Arg Asp Cys Lys lie 

50 55 60 

Leu Val Lys Thr Ser Gly Ser Glu Gin Glu Val Lys Arg Asp Arg Val 
65 "70 75 ... -80 

Ser lie Lys Asp Asn Gin Lys Asn Arg Thr Phe Thr Val Thr Met Glu 

85 90 95 

Asp Leu Met Lys Thr Asp Ala Asp Thr Tyr Trp Cys Gly He Glu Lys 

' 100 105 110 

Thr Gly Asn Asp Leu Gly Val Thr Val Gin Val Thr He Asp Pro Ala 

115 120 125 

Ser Thr Pro Ala Pro Thr Thr Pro Thr Ser Thr Thr Phe Thr Ala Pro 

130 135 140 

Val Thr Gin Glu Glu Thr Ser Ser Ser Pro Thr Leu Thr Gly His His 
145 150 155 160 

Leu Asp Asn Arg His Lys Leu Leu Lys Leu Ser Val Leu Leu Pro Leu 

165 ' 170 175 

He Phe Thr He Leu Leu Leu Leu Leu Val Ala Ala Ser Leu Leu Ala 

180 185 190 

Trp Arg Met Met Lys Tyr Gin Gin Lys Ala Ala Gly Met Ser Pro Glu 

195 200 205 

Gin Val Leu Gin Pro Leu Glu Gly Asp Leu Cys Tyr Ala Asp Leu Thr 

210 215 220 

Leu Gin Leu Ala Gly Thr Ser Pro Gin Lys Ala Thr Thr Lys Leu Ser 
225 230 235 240 

Ser Ala Gin Val Asp Gin Val Glu Val Glu Tyr Val Thr Met Ala Ser 

245 250 255 

Leu Pro Lys Glu Asp He Ser Tyr Ala Ser Leu Thr Leu Gly Ala Glu 

260 265 270 

Asp Gin Glu Pro Thr Tyr Cys Asn Met Gly His Leu Ser Ser His Leu 

275 280 285 

Pro Gly Arg Gly Pro Glu Glu Pro Thr Glu Tyr Ser Thr He Ser Arg 
290 295 300 

Pro 
305 



<210> 4 

<211> 918 

<212> DNA 

<213> Homo sapiens 

<400> 4 

atgcccctgc tgacactcta cctgctcctc 
caaatcaccg gtccaacaac agtgaatggc 
gtttacagat caggctggga gacctacttg 
gactgcaaga tccttgttaa aaccagtggg 
tccatcaagg acaatcagaa aaaccgcacg 
actgatgctg acacttactg gtgtggaatt 
gttcaagtga ccattgaccc agcgtcgact 
tttacagcac cagtcaccca agaagaaact 
ttggacaaca ggcacaagct cctgaagctc 
ttgctgctgc ttttggtggc cgcctcactc 
aaagcagccg ggatgtcccc agagcaggta 
gcagacctga ccctgcagct ggccggaacc 
tctgcccagg ttgaccaggt ggaagtggaa 
gacatttcct atgcatctct gaccttgggt 
atgggccacc tcagtagcca cctccccggc 
accatcagca ggccttag 



ttctggctct caggctactc cattgccact 60 
ttggagcggg gctccttgac cgtgcagtgt 120 
aagtggtggt gtcgaggagc tatttggcgt 180 
tcagagcagg aggtgaagag ggaccgggtg 240 
ttcactgtga ccatggagga tctcatgaaa 300 
gagaaaactg gaaatgacct tggggtcaca 360 
cctgccccca ccacgcctac ctccactacg 420 
agcagctccc caactctgac cggccaccac 480 
agtgtcctcc tgcccctcat cttcaccata 540 
ttggcttgga ggatgatgaa gtaccagcag 600 
ctgcagcccc tggagggcga cctctgctat 660 
tccccgcaaa aggctaccac gaagctttcc 720 
tatgtcacca tggcttcctt gccgaaggag 780 
gctgaggatc aggaaccgac ctactgcaac 840 
aggggccctg aggagcccac ggaatacagc 900 

918 
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<210> 5 

<211> 1804 

<212> DNA 

<213> Homo sapiens 

<220> 
- <221>- CDS 

<222> (280).. (768) 

<400> 5 

cccgggtcga ccatttcgtg gcaaaagtgg ctccaggtgc agaaggttgg agttcagtgg 60 

tgcgatctgg gttcactgca acctctgccg cctgggttca agtgattctc ctacctcggc 120 

ctcccgagtc actgggatta cagtctcttt cacccatggg aagtgactga aggaggaagt 180 

tcaagggcga gagtgagtac cagcagaagg ctgggagtct gtagtttgtt cctgctgcca 240 

ggctccactg aggggaacgg ggacctgtct' gaagagaag atg ccc ctg ctg aca 294 

Met Pro Leu Leu Thr 
1 5 

etc tac ctg etc etc ttc tgg etc tea ggc tac tec att gee act caa 342 
Leu Tyr Leu Leu Leu Phe Trp Leu Ser Gly Tyr Ser He Ala Thr Gin 
10 15 20 

ate ace ggt cca aca aca gtg' aat ggc ttg gag egg ggc tec ttg acc 390 
He Thr Gly Pro Thr Thr Val Asn Gly Leu Glu Arg Gly Ser Leu Thr 
25 30 35 

'gtg cag tgt gtt tac aga tea ggc tgg gag acc tac ttg aag tgg tgg 438 
Val Gin Cys Val Tyr Arg Ser Gly Trp Glu Thr Tyr Leu Lys Trp Trp 
40 45 50 

tgt cga gga get att tgg cgt gac tgc aag ate ctt gtt aaa acc agt 486 
Cys Arg Gly Ala He Trp Arg Asp Cys Lys lie Leu Val Lys Thr Ser 
55 60 65 

ggg tea gag cag gag' gtg aag agg gac egg gtg tec ate aag gac aat 534 
Gly Ser Glu Gin Glu Val Lys Arg Asp Arg Val Ser He Lys Asp Asn 
70 75 80 85 

cag aaa aac cgc acg ttc act gtg acc atg gag gat etc atg aaa act 582 
Gin Lys Asn Arg Thr Phe Thr Val Thr Met Glu Asp Leu Met Lys Thr 
90 95 100 

gat get gac act tac tgg tgt gga att gag aaa act gga aat gac ctt 630 
Asp Ala Asp Thr Tyr Trp Cys Gly He Glu Lys Thr Gly Asn Asp Leu 
105 HO 115 

ggg gtc aca gtt caa gtg acc att gac cca gca cca gtc acc caa gaa 678 
Gly Val Thr Val Gin Val Thr He Asp Pro Ala Pro Val Thr Gin Glu 
120 125 130 

gaa act age age tec cca act ctg acc ggc cac cac ttg gac aac agg 726 
Glu Thr Ser Ser Ser Pro Thr Leu Thr Gly His His Leu Asp Asn Arg 
135 140 145 

tac tgc age ccc tgg agg gcg acc tct get atg cag acc tga 768 
Tyr Cys Ser Pro Trp Arg Ala Thr Ser Ala Met Gin Thr 
150 155 160 

ccctgcagct ggccggaacc tccccgcaaa aggctaccac gaagctttcc tctgcccagg 828 
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ttgaccaggt 


ggaagtggaa 


tatgtcacca 


tggcttcctt 


atgcatctct 


gaccttgggt 


gctgaggatc 


aggaaccgac 


tcagtagcca 


cctccccggc 


aggggccctg 


aggagcccac 


ggccttagcc 


tgcactccag 


gctccttctt 


ggaccccagg 


catcgaccgt 


ctgccccctg 


ctcccctcat 


caggaccaac 


ctgatcagcc 


agcattgccc 


ctagctctgg 


gttgggcttg 


tctaggagtt 


ggggttttct 


aaacgtcccc 


tcctctccta 


gggatatgct 


ctggggcttt 


catgggaatg 


atgaagatga 


ttattatcat 


gaagtaccat 


tatcgtaata 


caatgaacct 


gttatgggct 


gaataatggc 


ccccaaagat 


atctgtgtcc 


tgttaccttc 


tgtggcagaa 


agggacagtg 


cagatgtatg 


agagaggtta 


ttcttgctga 


ttcaggtggg 


cccaaaatat 


gaaagaggcc 


agaaggtcaa 


agaggtagag 


acaaagtgat 


tgacgtgagc 


aggggccatg 


aatgccgcag 


ccttcagatg 


attcccctgc 


ctggagcctc 


caaaagaaac 


cagccctgcc 


ttgaaactga 


tcttgagctc 


ctggcctcca 


gaattgcagg 


ttaatgaaaa 


aaaaaa 






<210> 6 
<211> 162 
<212> PRT 
<213> Homo 


sapiens 







<400> 6 



Met 


Pro Leu 


Leu 


Thr 


Leu 


Tyr Leu Leu 


Leu Phe 


1 






5 




10 


Ser 


lie Ala 


Thr 


Gin 


lie 


Thr Gly Pro 


Thr Thr 






20 






25 




Arg 


Gly Ser 


Leu 


Thr 


Val 


Gin Cys Val 


Tyr Arg 




35 








40 




Tyr 


Leu Lys 


Trp 


Trp 


Cys 


Arg Gly Ala 


He Trp 




50 








55 




Leu 


Val Lys 


Thr 


Ser 


Gly 


Ser Glu Gin 


Glu Val 


65 








70 




75 


Ser 


lie. Lys 


Asp 


Asn 


Gin 


Lys Asn Arg 


Thr Phe 








85 






90 


Asp 


Leu Met 


Lys 


Thr 


Asp 


Ala Asp Thr 


Tyr Trp 






100 






105 




Thr 


Gly Asn 


Asp 


Leu 


Gly 


Val Thr Val 


Gin Val 




115 








120 




Pro 


Val Thr 


Gin 


Glu 


Glu 


Thr Ser Ser 


Ser Pro 




130 








135 




His 


Leu Asp 


Asn 


Arg 


Tyr 


Cys Ser Pro 


Trp Arg 


145 








150 




155 


Gin 


Thr 
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gccgaaggag 


gacatttcct 


888 


ctactgcaac 


atgggccacc 


948 


ggaatacagc 


accatcagca 


1008 


ctgtgagcac" 


actcctgcct 


1068 


ccggggactg 


gtgcctctgc 


1128 


gggccaagtc 


tcagggggct 


1188 


catagttgag 


gagggggcta 


1248 


taatgagaaa 


aatgttatca 


1308 


ttatttattg 


cctaccacat 


1368 


taatcctcag 


aacctgtgac 


1428 


taagttaagg- 


actttgagat 


1488 


caccacaagg 


gtcctcataa 


1548 


gatggaagtg 


gacgtgggtg 


1608 


ccagaaaggg 


aaaggaatgg 


1668 


cacgccttga 


cttgagccca 


1728 


agaataaatt 


tgt'gttgttt 


1788 






1804 



Trp 


Leu 


Ser 


Gly 
15 


Tyr 


Val 


Asn 


Gly 
30 


Leu 


Glu 


Ser 


Gly 


Trp 


Glu 


Thr 




45 






Arg 


Asp 


Cys 


Lys 


He 


60 










Lys 


Arg 


Asp 


Arg 


Val 
80 


Thr 


Val 


Thr 


Met 
95 


Glu 


Cys 


Gly 


lie 
110 


Glu 


Lys 


Thr 


He 


Asp 


Pro 


Ala 




125 






Thr 


Leu 


Thr 


Gly 


His 


140 








Ala 


Thr 


Ser 


Ala 


Met 
160 
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<210> 7 

<211> 489 

<212> DNA 

<213> Homo sapiens 

— <400>- 7 

atgcccctgc tgacactcta cctgctcctc 
caaatcaccg gtccaacaac agtgaatggc 
gtttacagat caggctggga gacctacttg 
gactgcaaga tccttgttaa aaccagtggg 
tccatcaagg acaatcagaa aaaccgcacg 
actgatgctg acacttactg gtgtggaatt 
gttcaagtga ccattgaccc agcaccagtc 
ctgaccggcc accacttgga caacaggtac 
cagacctga 



ttctggctct caggctactc cattgtcact 60 
ttggagcggg gctccttgac cgtgcagtgt 120 
aagtggtggt gtcgaggagc tatttggcgt 180 
tcagagcagg aggtgaagag ggaccgggtg 240 
ttcactgtga ccatggagga tctcatgaaa 300 
gagaaaactg gaaatgacct tggggtcaca 360 
acccaagaag aaactagcag ctccccaact 420 
tgcagcccct ggagggcgac ctctgctatg 480 

489 



<210> 8 

<211> 48 

<212> PRT 

<213> Homo sapiens 

<400> 8 

lie Lys Asp Asn Gin Lys Asn Arg Thr Phe Thr Val Thr Met Glu Asp 
1 5 10 15 

Leu Met Lys Thr Asp Ala Asp Thr Tyr Trp Cys Gly lie Glu Lys Thr 
20 25 30 

Gly Asn Asp Leu Gly Val Thr Val Gin Val Thr He Asp Pro Ala Ser 
35 40 45 



<210> 9 

<211> 48 

<212> PRT 

<213> Homo sapiens 

<400> 9 

He Lys Asp Asn Gin Lys Asn Arg Thr. Phe Thr Val Thr Met Glu Asp 
1 ~ 5 10 15 

Leu Met Lys Thr Asp Ala Asp Thr Tyr Trp Cys Gly He Glu Lys Thr 
20 25 30 

Gly Asn Asp Leu Gly Val Thr Val Gin Val Thr He Asp Pro Ala Pro 
35 40 45 



<210> 10 

<211> 30 

<212> PRT 

<213> Homo sapiens 

<400> 10 

Met Pro Leu Leu Thr Leu Tyr Leu Leu Leu Phe Trp Leu Ser Gly Tyr 
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10 



15 



Ser lie Ala Thr Gin lie Thr Gly Pro Thr Thr Val Asn Gly 
20 25 30 



<210> 11 
<212> PRT 

<213> Homo sapiens 
<400> 11 

Leu Ser Val Leu Leu Pro Leu lie Phe Thr lie Leu Leu Leu Leu Leu 
15 10 15 

Val Ala Ala Ser Leu Leu Ala Trp 
20 



<210> 12 
<211> 275 
<212> PRT 

<213> Homo sapiens 
<400> 12 

Leu Glu Arg Gly Ser Leu Thr Val Gin Cys Val Tyr Arg Ser Gly Trp 
15 10 15 

Glu Thr Tyr Leu Lys Trp Trp Cys Arg Gly Ala lie Trp Arg Asp Cys 
20 25 30 

Lys lie Leu Val Lys Thr Ser Gly Ser Glu Gin Glu Val Lys Arg Asp 
35 40 45 

Arg Val Ser lie Lys Asp Asn Gin Lys Asn Arg Thr Phe Thr Val Thr 
50 55 60 

Met Glu Asp Leu Met Lys Thr Asp Ala Asp Thr Tyr Trp Cys Gly lie 
65 70 75 80 

Glu Lys Thr Gly Asn Asp Leu Gly Val Thr Val Gin Val Thr lie Asp 
85 90 95 

Pro Ala Ser Thr Pro Ala Pro Thr Thr Pro Thr Ser Thr Thr Phe Thr 
100 105 110 

Ala Pro Val Thr Gin Glu Glu' Thr Ser Ser Ser Pro Thr Leu Thr Gly 
115 120 125 

His His Leu Asp Asn Arg His Lys Leu Leu Lys Leu Ser Val Leu Leu 
130 135 140 

Pro Leu lie Phe Thr lie Leu Leu Leu Leu Leu Val Ala Ala Ser Leu 
145 150 155 160 

Leu Ala Trp Arg Met Met Lys Tyr Gin Gin Lys Ala Ala Gly Met Ser 
165 170 175 

Pro Glu Gin Val Leu Gin Pro Leu Glu Gly Asp Leu Cys Tyr Ala Asp 
180 185 190 

Leu Thr Leu Gin Leu Ala Gly Thr Ser Pro Gin Lys Ala Thr Thr Lys 
195 200 205 
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Leu Ser Ser Ala Gin Val Asp Gin Val Glu Val Glu Tyr Val Thr Met 
210 215 220 

Ala Ser Leu Pro Lys Glu Asp lie Ser Tyr Ala Ser Leu Thr Leu Gly 
225 230 235 240 

Ala Glu Asp Gin Glu Pro Thr Tyr Cys Asn Met Gly His Leu Ser Ser 
- 245- ~ - 250 ... 255 - 



His Leu Pro Gly Arg Gly Pro Glu Glu Pro Thr Glu Tyr Ser Thr lie 
260 265 270 

Ser Arg Pro 
275 



<210> 13 

<211> 132 

<212> PRT 

<213> Homo sapiens 

<400> 13 

Gly Ala He Met He Pro Lys Leu Leu Ser Leu Leu Cys Phe Arg Leu 
1 5 10 ,15 

Arg Val Gly Gin Gly Asp Thr Arg Gly Asp Gly Ser Leu Pro Lys Pro 
20 25 30 

Ser Leu He Ala Trp Pro Thr Ser Val Val Pro Ala Asn Ser Asn Val 
35 40 45 

Thr Leu Arg Cys Trp Thr Pro Ala Arg Gly Val Ser Cys Val Leu Arg 
50 55 60 

Lys Gly Gly He He Leu Glu Ser Pro Lys Pro Leu Asp Ser Thr Glu 
65 70 75 80 

Gly Ala Asp Glu Cys His Leu Tyr Asn Leu Lys Val Arg Asn Ala Gly 
85 90 95 

Glu Tyr Thr Cys Glu Tyr Tyr Arg Lys Ala Cys Pro His He Leu Ser 
100 105 HO 

Gin Ser Ser Asp Asp Leu Leu Leu Met Val Thr Gly His Leu Cys Lys 
115 120 125 

Pro Leu Leu Arg 
130 

<210> 14 

<211> 292 

<212> PRT 

<213> Homo sapiens 

<400> 14 

Leu Leu Leu Leu Trp Val Pro Gly Cys Phe Ala Leu Ser Lys Cys Arg 
1 5 10 15 

Thr Val Ala Gly Pro Val Gly Gly Ser Leu Ser Val Gin Cys Pro Tyr 
20 25 30 

Glu Lys Glu His Arg Thr Leu Asn Lys Tyr Trp Cys Arg Pro Pro Gin 
35 40 45 
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He Phe Leu Cys Asp Lys He Val Glu Thr Lys Gly Ser Ala Gly Lys 
50 55 60 

Arg Asn Gly Arg Val Ser He Arg Asp Ser Pro Ala Asn Leu Ser Phe 
65 70 75 80 

-Thr-Vaar-Thr-Leu-Glu-Asn--Leu -Thr-Glu Glu -Asp Ala Gly Thr Tyr-Trp^ 
85 90 95 

Cys Gly Val Asp Thr Pro Trp Leu Arg Asp Phe His Asp Pro Val Val 
100 105 110 

Glu Val Glu Val Ser Val Phe Pro Ala Ser Thr Ser Met Thr Pro Ala 
115 120 125 

Ser He Thr Ala Ala Lys Thr Ser Thr He Thr Thr Ala Phe Pro Pro 
130 135 140 

Val Ser Ser Thr Thr Leu Phe Ala Val Gly Ala Thr His Ser Ala Ser 
145 150 155 160- 

He Gin Glu Glu Thr Glu Glu Val Val Asn Ser Gin Leu Pro Leu Leu 
165 170 175 

Leu Ser Leu Leu Ala Leu Leu Leu Leu Leu Leu Val Gly Ala Ser Leu 
180 185 190 

Leu Ala Trp Arg Met Phe Gin Lys Trp He Lys Ala Gly Asp His Ser 
195 200 205 

Glu Leu Ser Gin Asn Pro Lys Gin Ala Ala Thr Gin Ser'Glu Leu His 
210 215 220 

Tyr Ala Asn Leu Glu Leu Leu Met Trp Pro Leu Gin Glu Lys Pro Ala 
225 230 235 240 

Pro Pro Arg Glu Val Glu Val Glu Tyr Ser Thr Val Ala Ser Pro Arg 
245 250 255 

Glu Glu Leu His Tyr Ala Ser Val Val Phe Asp Ser Asn Thr Asn Arg 
260 265 270 

He Ala Ala Gin Arg Pro Arg Glu Glu Glu Pro Asp Ser Asp Tyr Ser 
275 280 285 

Val He Arg Lys 
290 



<210> 15 

<211> 166 

<212> PRT 

<213> Homo sapiens 

<400> 15 

Leu Leu Leu Leu Ser Leu Ser Gly Cys Phe Ser He Gin Gly Pro Glu 
1 5 10 15 

Ser Val Arg Ala Pro Glu Gin Gly Ser Leu Thr Val Gin Cys His Tyr 
20 25 30 

Lys Gin Gly Trp Glu Thr Tyr He Lys Trp Trp Cys Arg Gly Val Arg 
35 40 45 

Page 10 



WO 02/066600 



PCT/US01/49435 



Trp Asp Thr Cys Lys He Leu He Glu Thr Arg Gly Ser Glu Gin Gly 
50 55 60 

Glu Lys Ser, Asp Arg Val Ser He Lys Asp Asn Gin Lys Asp Arg Thr 
65 70 75 80 

Phe-Thr Val-Thr-Met-GluGly Leu- Arg Arg Asp Asp Ala Asp. Val. Tyr 

85 90 95 

Trp Cys Gly He Glu Arg Arg Gly Pro Asp Leu Gly Thr Gin Val Lys 
100 105 110 

Val He Val Asp Pro Glu Gly Ala Ala Ser Thr Thr Ala Ser Ser Pro 
115 120 125 

Thr Asn Ser Asn Met Ala Val Phe He Gly Ser His Lys Arg Asn His 
130 135 140 

Tyr Met Leu Leu Val Phe Val Lys Val Pro He Leu Leu He Leu Val 
145 150 155 160 

Thr Ala He Leu Trp Leu 
165 

<210> 16 
<211> 437 
<212> DNA 

<213> Homo sapiens 
<220> 

<221> misc_feature 

<222> (1) . . (437) 

<223> n = A, T, G, or C 

<400> 16 

tgagaatctc cgggcgaccc acgnacggaa actggggagt ggggcagaga accagagtgt 60 

cagagctaaa cctcctctat ctgcacatcg gggggacgaa ccgggcagcc ggagagctgc 120 

ggccggccca atcccgctcc gcctttgaag ggtaaaaccc aaggcggggc cttggttctg 180 

gcagaaggga cgctatgacc gcagaattcc tctccctgct ttgcctcggg ctgtgtctgg 240 

gctacgaaga tgagaaaaag aatgagaaac cgcccaagcc ctccctccac gcctggccca 300 

gctcggtggt tgaagctgag agcaatgtga ccctgaagtg tcaggctcat tcccagaatg 360 

tgacatttgt gctgcgcaag gtgaacgact ctgggtacaa gcaggaacag agctcggcag 420 

aaaacgaagc tgaattc 437 



<210> 17 

<211> 1026 

<212> DNA 

<213> Homo sapiens 



<400> 17 

gaaactgcaa gagtggggca gagaaccaga 
atcctgggga cgaaccgggc agccggagag 
gaagggtaaa acccaaggcg gggccttggt 
ttcctctccc tgctttgcct cgggctgtgt 
aaaccgccca agccctccct. ccacgcctgg 
gtgaccctga agtgtcaggc tcattcccag 
gactctgggt acaagcagga acagagctcg 
gacctgaagc ctaaggatgc tgggaggtac 
gagtggtcag aaagcagtga acacttgcag 
gaagctccct caatgaaaac agacaccaga 
tccatccttc tcctcttcct ctcagtcttc 



gtgtcagagc aaaacctcct ctatctgcac 60 
ctgcggccgg cccagtcccg ctccgccttt 120 
tctggcagaa gggacgctat gaccgcagaa 180 
ctgggctacg aagatgagaa aaagaatgag 240 
cccagctcgg tggttgaagc cgagagcaat 300 
aatgtgacat ttgtgctgcg caaggtgaac 360 
gcagaaaacg aagctgaatt ccccttcacg 420 
ttttgtgcct acaagacaac agcctcccat 480 
ctggtggtca cagataaaca cgatgaactt 540 
accatctttg tcgccatctt cagctgcatc 600 
atcatctaca gatgcagcca gcacagttca 660 
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tcatctgagg aatccaccaa gagaaccagc cattccaaac ttccggagca ggaggctgcc 720 
gaggcagatt tatccaatat ggaaagggta tctctctcga cggcagaccc ccaaggagtg 780 
acctatgctg agctaagcac cagcgccctg tctgaggcag cttcagacac cacccaggag 840 
cccccaggat ctcatgaata tgcggcactg aaagtgtagc aagaagacag ccctggccac 900 
taaaagaggg gggatcgtgc tggccaaggt tatcggaaat ctggagatgc agatactgtg 960 
tttccttgct cttcgtccat atcaataaaa ttaagtttct cgtcttaaaa agaaaaaaaa 1020 
aaaaaa 1026 

<210> 18 

<211> 1016 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (169).. (879) 

<400> 18 

gaaactgcaa gagtggggca gagaaccaga gtgtcagagc aaaacctcct ctatctgcac 60 

atcctgggga cgaaccgggc agccggagag ctgcggccgg cccagtcccg ctccgccttt 120 

gaagggtaaa acccaaggcg gggccttggt tctggcagaa gggacgct atg acc gca 177 
~ ~ Met Thr Ala 

1 

gaa ttc etc tec ctg ctt tgc etc ggg ctg tgt ctg ggc tac gaa gat 225 
Glu Phe Leu Ser Leu Leu Cys Leu Gly Leu Cys Leu Gly Tyr Glu Asp 
5 10 15 

gag aaa aag aat gag aaa'ccg ccc aag ccc tec etc cac gee tgg ccc 273 
Glu Lys Lys Asn Glu Lys Pro Pro Lys Pro Ser Leu His Ala Trp Pro 
20 25 30 35 

age teg gtg gtt gaa get gag age aat gtg acc ctg aag tgt cag get 321 
Ser Ser Val Val Glu Ala Glu Ser Asn Val Thr Leu Lys" Cys Gin Ala 
40 45 50 

cat tec cag aat gtg aca ttt gtg ctg cgc aag gtg aac gac tct ggg 369 
His Ser Gin Asn Val Thr Phe Val Leu Arg Lys Val Asn Asp Ser Gly 
55 60 65 

tac aag cag gaa cag age teg gca gaa aac gaa get gaa ttc ccc ttc 417 
Tyr Lys Gin Glu Gin Ser Ser Ala Glu Asn Glu Ala Glu Phe Pro Phe 
70 m 75 80 

acg gac ctg aag cct aag gat get ggg agg tac ttt tgt gee tac aag 465 
Thr Asp Leu Lys Pro Lys Asp Ala Gly Arg Tyr Phe Cys Ala Tyr Lys 
85 90 95 

aca aca gee tec cat gag tgg tea gaa age agt gaa cac ttg cag ctg 513 
Thr Thr Ala Ser His Glu Trp Ser Glu Ser Ser Glu His Leu Gin Leu 
100 105 . 110 115 

gtg gtc aca gat aaa cac gat gaa ctt gaa get ccc tea atg aaa aca 561 
Val Val Thr Asp Lys His Asp Glu Leu Glu Ala Pro Ser Met Lys Thr 
120 125 130 

gac acc aga acc ata ttt gtc gec ate ttc age tgc ate tec ate ctt 609 
Asp Thr Arg Thr lie Phe Val Ala lie Phe Ser Cys lie Ser He Leu 
135 140 145 

etc etc ttc etc tea gtc ttc ate ate tac aga tgc age cag cac agt 657 
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Leu Leu Phe Leu Ser Val Phe He He Tyr Arg Cys Ser Gin His Ser 
150 155 160 

tea tea tct gag gaa tec acc aag aga ace age cat tec aaa ctt ccg 705 
Ser Ser Ser Glu Glu Ser Thr Lys Arg Thr Ser His Ser Lys Leu Pro 
165 170 175 

-gag-cag gag -get gee gag gca gat tta tec aat atg gaa agg gta tat .753 . 
Glu Gin Glu Ala Ala Glu Ala Asp Leu Ser Asn Met Glu Arg Val Ser 
180 185 190 195 

etc teg acg gca gac ccc caa gga gtg acc tat get gag eta age acc 801 
Leu Ser Thr Ala Asp Pro Gin Gly Val Thr Tyr Ala Glu Leu Ser Thr 
200 205 210 

age gee ctg ttt gag gca get tea gac ccc acc cag gag ccc cca gga 849 
Ser Ala Leu Phe Glu Ala Ala Ser Asp Pro Thr Gin Glu Pro Pro Gly 
215 220 225 

ttt cat gaa tat gcg gca ctg aaa gtg tag caaaaagaca gccctggcca 899 
Phe His Glu Tyr Ala Ala Leu Lys Val 
230 235 

ctaaaggagg ggggatcgtg ctggccaagg ttatcggaaa tctggagatg cagatactgt 959 

gtttccttgc tcttcgtcca tatcaataaa attaagtttc tegtcttaaa aaaaaaa 1016 

<210> 19 

<211> 236 

<212> PRT 

<213> Homo sapiens 

<400> 19 

Met Thr Ala Glu Phe Leu Ser Leu Leu Cys Leu Gly Leu Cys Leu Gly 

15 10 15 

Tyr Glu Asp Glu Lys Lys Asn Glu Lys Pro Pro Lys Pro Ser Leu His 

20 25 30 

Ala Trp Pro Ser Ser Val Val Glu Ala Glu Ser Asn Val Thr Leu Lys 

35 40 45 

Cys Gin Ala His Ser Gin Asn Val Thr Phe Val Leu Arg Lys Val Asn 

50 55 60 

Asp Ser Gly Tyr Lys Gin Glu Gin Ser Ser Ala Glu Asn Glu Ala Glu 
65 70 75 80 

Phe Pro Phe Thr Asp Leu Lys Pro Lys Asp Ala Gly Arg Tyr Phe Cys 

85 90 95 

Ala Tyr Lys Thr Thr Ala Ser ' His Glu Trp Ser Glu Ser Ser Glu His 

100 105 110 

Leu Gin Leu Val Val Thr Asp Lys His Asp Glu Leu Glu Ala Pro Ser 

115 120 125 

Met Lys Thr Asp Thr Arg Thr lie Phe Val Ala He Phe Ser Cys He 

130 135 140 

Ser He Leu Leu Leu Phe Leu Ser Val Phe He He Tyr Arg Cys Ser . 
145 150 155 160 

Gin His Ser Ser Ser Ser Glu Glu Ser Thr Lys Arg Thr Ser His Ser 

165 170 175 

Lys Leu Pro Glu Gin Glu Ala Ala Glu Ala Asp Leu Ser Asn Met Glu 

180 185 190 

Arg Val Ser Leu Ser Thr Ala Asp Pro Gin Gly Val Thr Tyr Ala Glu 

195 200 205 

Leu Ser Thr Ser Ala Leu Phe Glu Ala Ala Ser Asp Pro Thr Gin Glu 

210 215 220 

Pro Pro Gly Phe His Glu Tyr Ala Ala Leu Lys Val 
225 230 235 
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<210> 20 

<211> 711 

<212> DNA 

<213> Homo sapiens 

<400> 20 

atgaccgcag aattcctctc cctgctttgc 
aaaaagaatg agaaaccgcc caagccctcc 
gctgagagca atgtgaccct gaagtgtcag 
cgcaaggtga acgactctgg gtacaagcag 
ttccccttca cggacctgaa gcctaaggat 
acagcctccc atgagtggtc agaaagcagt 
cacgatgaac ttgaagctcc ctcaatgaaa 
ttcagctgca tctccatcct tctcctcttc 
cagcacagtt catcatctga ggaatccacc 
caggaggctg ccgaggcaga tttatccaat 
ccccaaggag. tgacctatgc tgagctaagc 
cccacccagg agcccccagg atttcatgaa 



ctcgggctgt gtctgggcta cgaagatgag 60 
ctccacgcct ggcccagctc ggtggttgaa 120 
gctcattccc agaatgtgac atttgtgctg 180 
gaacagagct cggcagaaaa cgaagctgaa 240 
gctgggaggt acttttgtgc ctacaagaca 300 
gaacacttgc agctggtggt cacagataaa 360 
acagacacca gaaccatatt tgtcgccatc 420 
ctctcagtct tcatcatcta cagatgcagc 480 
aagagaacca gccattccaa acttccggag 540 
atggaaaggg tatctctctc gacggcagac 600 
accagcgccc. tgtttgaggc agcttcagac 660 
tatgcggcac tgaaagtgta g 711 



<210> 21 

<211> 1332 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (176) . . (775) 

<220> 

<221> mi sc — feature 
<222> (1) . . (1332) 
<223> n - A, T, G, or C 

<400> 21 

gggtcgaccc acgcgtccgg tggggcagag aaccagagtg tcagagcaaa acctcctcta 60 

tctgcacatc ctggggacga accgggcagc cggagagctg cggccggccc agtcccgctc 120 

cgcctttgaa gggtaaaacc caaggcgggg ccttggttct ggcagaaggg acgct atg 178 

Met 
1 

acc gca gaa ttc etc tec ctg ctt tgc etc ggg ctg tgt ctg ggc tac 226 
Thr Ala Glu Phe Leu Ser Leu Leu Cys Leu Gly Leu Cys Leu Gly Tyr 
5 10 15 

gaa gat gag aaa aag aat gag aaa ccg ccc aag ccc tec etc cac gee 274 
Glu Asp Glu Lys Lys Asn Glu Lys Pro Pro Lys Pro Ser Leu His Ala 
20 25 30 

tgg ccc age teg gtg gtt gaa gee gag age aat gtg acc ctg aag tgt 322 
Trp Pro Ser Ser Val Val Glu Ala Glu Ser Asn Val Thr Leu Lys Cys 
35 40 45 

cag get cat tec cag aat gtg aca ttt gtg ctg cgc aag gtg aac gac 370 
Gin Ala His Ser Gin Asn Val Thr Phe Val Leu Arg Lys Val Asn Asp 
50 55 60 65 

tct ggg tac aag cag gaa cag age teg gca gaa aac gaa get gaa ttc 418 
Ser Gly Tyr Lys Gin Glu Gin Ser Ser Ala Glu Asn Glu Ala Glu Phe 
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70 75 80 

ccc ttc acg gac ctg aag cct aag gat get ggg agg tac ttt tgt gec 466 
Pro Phe Thr Asp Leu Lys Pro Lys Asp Ala Gly Arg Tyr phe Cys Ala 
85 90 95 

tac aag aca aca gec tec cat gag tgg- tea gaa age agt gaa cac ttg 514 
-Tyr -Lys -Thr -Thr Ala Ser His Glu Trp Ser Glu Ser Ser Glu His Leu 
100 105 110 

cag ctg gtg gtc aca gga tea etc cca gaa cct ttg etc tea gtc aat 562 
Gin Leu Val Val Thr Gly Ser Leu Pro Glu Pro Leu Leu Ser Val Asn 
115 120 125 

gta gac cct ggg atg act cca ggt etc agg aca ctt cga tgt etc act 610 
Val Asp Pro Gly Met Thr Pro Gly Leu Arg Thr Leu Arg Cys Leu Thr 
130 135 140 145 

cca tac aat gga ace gaa tgt att gta att get ctg tgg aaa atg ggg 658 
Pro Tyr Asn Gly Thr Glu Cys lie Val lie Ala Leu Trp Lys Met Gly 
150 155 160 

ate cca gaa cca tta caa gtc agg caa gta aga aaa aac cag act gat 706 
He Pro Glu Pro Leu Gin Val Arg Gin Val Arg Lys Asn Gin Thr Asp 
165 170 175 

ttc atg etc tgg aac gtg aca ggt aat gac agt gga aac tac age tgt 754 
Phe Met Leu Trp Asn Val Thr Gly Asn Asp Ser Gly Asn Tyr Ser Cys 
180 185 190 



gtg tat tac ctg age aac taa tcacacttgg cctccttccc cagcaacaag 
Val Tyr Tyr Leu Ser Asn 
195 


805 


ctggagatct 


gggtgacaga 


taaacacgat 


gaacttgaag 


ctccctcaat 


gaaaacagac 


865 


accagaacca 


tctttgtggc 


catcttcagc 


tgcatctcca 


tccttctcct 


cttcctctca 


925 


gtcttcatca 


tctacagatg 


cagccagcac 


agtgagctca 


gagaaegcaa 


agggagagag 


985 


ggggagtgaa 


ggattttctc 


gaaccagcca 


ttccaaactt 


neggagcagn 


aggctgeega 


1045 


ggcagattta 


atccaatatg 


ggaaaggtat 


ctcttctcga 


cggcagaccc 


cccaaggagt 


1105 


gaectatget 


gagctaagca 


ccagcgccct 


gtctgaggca 


gcttcagaca 


ccacccagga 


1165 


gccccaggat 


ctcatgaata 


tgcggcactg 


aaaagtgagc 


aagaagacag 


ccctgccact 


1225 


aaaggagggg 


gatctgetgg 


ccaagttatc 


ggaaactgga 


gagcagatac 


tgtgttcctt 


1285 


gctcttcgtc 


atatcataaa 


ataagttctc 


gtctaaaaaa 


aaaaaaa 




1332 



<210> 22 

<211> 199 

<212> PRT 

<213> Homo sapiens 

<400> 22 

Met Thr Ala Glu Phe Leu Ser Leu* Leu Cys Leu Gly Leu Cys Leu Gly 

15 10 15 

Tyr Glu Asp Glu Lys Lys Asn Glu Lys Pro Pro Lys Pro Ser Leu His 

20 25 30 

Ala Trp Pro Ser Ser Val Val Glu Ala Glu Ser Asn Val Thr Leu Lys 
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40 










45 








Pvrcs Gl n 


Ala Hiq 


Ser Gin 

OCX VSXii 


Aqn Val 

nOLi VCiJL. 


Thr 


Phe 


Val 


Leu 




Lys 


Val 


Asn 


50 






55 








60 












Gl v Tvr 


TjVS Gin 


Glu Gin 


Ser 


Ser 


Ala 


Glu 


Asn 


Glu 


Ala 


Glu 


65 


70 








75 










80 


Phe Pro 


Plie Thr 


Asn Leu 
85 


Lys Pro 


Lys 


Asp 
90 


Ala 


Glv 


Ara 


Tvr 


Phe 
95 


Cvs 


" Ala "Tyr 


Lys Thr 


thr Ala 


Ser His 


Glu 


Trp 


Ser 


Glu 


Ser 


Ser 


Glu 


His 


100 






105 










110 






Leu Gin 


Leu Val 
115 


Val Thr 


Gly Ser 
120 


Leu 


Pro 


Glu 


Pro 


Leu 
125 


Leu 


Ser 


Val 


■ Asn Val 


Asp Pro 


Gly Met 


Thr Pro 


Gly 


Leu 


Arg 


Thr 


Leu 


Arg 


Cys 


Leu 


130 




135 






140 










Thr Pro 


Tyr Asn 


Gly Thr 


Glu Cys 


lie 


Val 


lie 


Ala 


Leu 


Trp 


Lys 


Met 


145 


150 






155 










160 


Gly lie 


Pro Glu 


Pro Leu 


Gin Val 


Arg 


Gin 


Val 


Arg 


Lys 


Asn 


Gin 


Thr 




165 






170 










175 




Asp Phe 


Met Leu 


Trp Asn 


Val Thr 


Gly 


Asn 


Asp 


Ser 


Gly 


Asn 


Tyr 


Ser 


180 






185 










190 






Cys Val 


Tyr Tyr 
195 


Leu Ser 


Asn 



















<210> 23 

<211> 600 

<212> DNA 

<213> Homo sapiens 

<400> 23 

atgaccgcag aattcctctc cctgctttgc ctcgggctgt gtctgggcta cgaagatgag 60 

aaaaagaatg agaaaccgcc caagccctcc ctccacgcct ggcccagctc ggtggttgaa 120 

gccgagagca atgtgaccct gaagtgtcag gctcattccc agaatgtgac atttgtgctg 180 

cgcaaggtga acgactctgg gtacaagcag gaacagagct cggcagaaaa cgaagctgaa 240 

ttccccttca cggacctgaa gcctaaggat gctgggaggt acttttgtgc ctacaagaca 300 

acagcctccc atgagtggtc agaaagcagt gaacacttgc agctggtggt cacaggatca 360 

ctcccagaac ctttgctctc agtcaatgta gaccctggga tgactccagg tctcaggaca 420 

cttcgatgtc tcactccata caatggaacc gaatgtattg taattgctct gtggaaaatg 480 

gggatcccag aaccattaca agtcaggcaa gtaagaaaaa accagactga tttcatgctc 540 

tggaacgtga caggtaatga cagtggaaac tacagctgtg tgtattacct gagcaactaa 600 

<210> 24 

<211> 72 

<212> PRT 

<213> Homo sapiens 

<400> 24 

Pro Pro Lys Pro Ser Leu His Ala Trp Pro Ser Ser Val Val Glu Ala 
15 10 15 

Glu Ser Asn Val Thr Leu Lys Cys Gin Ala His Ser Gin Asn Val Thr 
20 25 30 

Phe Val Leu Arg Lys Val Asn Asp Ser Gly Tyr Lys Gin Glu Gin Ser 
35 40 " 45 

Ser Ala Glu Asn Glu Ala Glu Phe Pro Phe Thr Asp Leu Lys Pro Lys 
50 55 60 

Asp Ala Gly Arg Tyr Phe Cys Ala 
65 70 
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<210> 25 

<211> 16 

<212> PRT 

<213> Homo sapiens 

<400> 25 

-Met -ThrAla-Glu-Ehe Leu_Ser..Leu Leu Cys Leu_Qly Leu Cys Leu Gly 
15 10 15 

<210> 26 

<211> 23 

<212> PRT 

<213> Homo sapiens 

<400> 26 

Thr He Phe Val Ala He Phe Ser Cys He Ser He Leu Leu Leu Phe 
15 10 15 

Leu Ser Val Phe He He Tyr 
20 ' 



<210> 27 

<211> 220 

<212> PRT 

<213> Homo sapiens 

<400> .27 

Tyr Glu Asp Glu Lys Lys Asn Glu Lys Pro Pro Lys Pro Ser Leu His 
15 10 15 

Ala Trp Pro Ser Ser Val Val Glu Ala Glu Ser Asn Val Thr Leu Lys 
20 25 30 

Cys Gin Ala His Ser Gin Asn Val Thr Phe Val Leu Arg Lys Val Asn 
35 40 45 

Asp Ser Gly Tyr Lys Gin Glu Gin Ser Ser Ala Glu Asn Glu Ala Glu 
50 55 60 

Phe Pro Phe Thr Asp Leu Lys Pro Lys Asp Ala Gly Arg Tyr Phe Cys 
65 70 75 80 

Ala 'Tyr Lys Thr Thr Ala Ser His Glu Trp Ser Glu Ser Ser Glu His 
85 • 90 95 

Leu Gin Leu Val Val Thr Asp Lys His Asp Glu Leu Glu Ala Pro Ser 
100 105 HO 

Met Lys Thr Asp Thr Arg Thr He Phe Val Ala He Phe Ser Cys He 
115 120 125 

Ser He Leu Leu Leu Phe Leu Ser Val Phe He He Tyr Arg Cys Ser 
130 135 140 

Gin His Ser Ser Ser Ser Glu Glu Ser Thr Lys Arg Thr Ser His Ser 
145 150 155 160 

Lys Leu Pro Glu Gin Glu Ala Ala Glu Ala Asp Leu Ser Asn Met Glu 
165 170 175 

Arg Val Ser Leu Ser Thr Ala Asp Pro Gin Gly Val Thr Tyr Ala Glu 
180 185 190 
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Leu Ser Thr Ser Ala Leu Phe Glu Ala Ala Ser Asp Pro Thr Gin Glu 
195 200 205 

Pro Pro Gly Phe His Glu Tyr Ala Ala Leu Lys Val 

210 . . 215 _ 220 _ 

*2i0> '23 . . '' " 

<211> -.83 " •;• . . 

<212>:?-R? 

<213> Hcr.o sapiens - 

<400> 28 . 
Tyr Glu Asp Glu Lys Lys Asn Glu Lys Pro Pro Lys Pro Ser Leu Hxs 
15 10 15 

Ala Trp Pro Ser Ser Val Val Glu Ala Glu Ser Asn Val Thr Leu Lys 
20 25 30 

Cys Gin Ala His Ser Gin Asn Val Thr Phe Val Leu Arg Lys Val Asn 
.35 40 45 - 

Asp Ser Gly Tyr Lys Gin Glu Gin Ser Ser Ala Glu Asn Glu Ala Glu 
50 55 60 

Phe Pro Phe Thr Asp Leu Lys Pro Lys Asp Ala Gly Arg Tyr Phe Cys 
65 70 75 80 

Ala Tyr Lys Thr Thr Ala Ser His Glu Trp Ser Glu Ser Ser Glu His 
85 m 90 95 

Leu Gin Leu Val Val Thr Gly Ser Leu Pro Glu Pro Leu Leu Ser Val 
100 105 . HO 

Asn Val Asp Pro Gly Met Thr Pro Gly Leu Arg Thr Leu Arg Cys Leu 
115 120 125 

Thr Pro Tyr Asn Gly Thr Glu Cys lie Val lie Ala Leu Trp Lys Met 
130 135 140 

Gly lie Pro Glu Pro Leu Gin Val Arg Gin Val Arg Lys Asn Gin Thr 
145 150 155 . 160 

Asp Phe Met Leu Trp Asn Val Thr Gly Asn Asp Ser Gly Asn Tyr Ser 
165 170 175 

Cys Val Tyr Tyr Leu Ser Asn 
180 



<210> 29 

<211> 145 

<212> PRT 

<213> Homo sapiens 

<400> 29 

Met Thr Pro lie Leu Thr Val Leu He Cys Leu Gly Leu Ser Leu Gly 
1 5 10 I 5 

Pro Arg Thr His Val Gin Ala Gly His Leu Pro Lys Pro Thr Leu Trp 
20 25 30 

Ala Glu Pro Gly Ser Val He He Gin Gly Ser Pro Val Thr Leu Arg 
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35 40 45 

Cys Gin Gly Ser Leu Gin Ala Glu Glu Tyr His Leu Tyr Arg Glu Asn 
50 55 60 

Lys Ser Aia Ser Trp Val Arg Arg lie Gin Glu Pro Gly Lys Asn Gly 
... 65 . — yQ-. - - • .. . 75 ....... . -so 

*he- *?rc. Zl'-e ?r?' Se"r 'lie ^ht ttp -^^- His -A-la.GCv ^s.Cjsr -HdJs 
';35 * " •-. •* • SO,"; .-\ v ' . .* .,S5_ *' 

Cys Gin.Tyr f/r Ser- His Asn His Ser . Ser 'Glu Tyr Ser Asp .Pro Leu 
100 105 HO 

Glu Leu Val Val Thr Gly Ala Tyr Ser Lys Pro Thr Leu Ser Ala Leu 
115 120 125 

Pro Ser Pro Val Val Thr Leu Gly Gly Asn Val Thr Leu Gin Cys Val 
130 135 - 140 

Ser 
145 



<210> 30 
<211> 123 
<212> POT 

<213> Homo sapiens 
<400> 30 

Met lie Pro Thr Phe Thr Ala Leu Leu Cys Leu Gly Leu Ser Leu Gly 
15 10 15 

Pro Arg Thr His Met Gin Ala Gly Pro Leu Pro Lys Pro Thr Leu Trp 
20 25 30 

Ala Glu Pro Gly Ser Val He Ser Trp Gly Asn Ser Val Thr He Trp 
35 40 45 

Cys Gin Gly Thr Leu Glu Ala Arg Glu Tyr Arg Leu Asp Lys Glu Glu 
50 55 60 

Ser Pro Ala Pro Trp Asp Arg Gin Asn Pro Leu Glu Pro Lys Asn Lys 
65 70 75 80 

Ala Arg Phe Ser He Pro Ser Met Thr Glu Asp Tyr Ala Gly Arg Tyr 
85 90 95 

Arg Cys Tyr Tyr Arg Ser Pro Val Gly Trp Ser Gin Pro Ser Asp Pro 
100 105 HO 

Leu' Glu Leu Val Met Thr Gly Ala Tyr Ser Lys 
115 120 



<210> 31 

<211> 205 

<212> PRT 

<213> Homo sapiens 

<400> 31 

Pro Lys Pro Trp Leu Phe Ala Glu Pro Ser Ser Val Val Pro Met Gly 
15 10 15 



Page 19 



WO 02/066600 PCT/USO 1/49435 



Gin Asn Val Thr Leu Trp Cys Arg Gly Pro Val His Gly Val Gly Tyr 
20 25 30 

lie Leu His Lys Glu Gly Glu Ala Thr Ser Met Gin Leu Trp Gly Ser 
35 40 45 

Thr Ser. Ash Asp~Gly "Ala -Phe Pro- lie Thr Asn He Ser Gly Thr- Ser . 
'.50 - 35 ©0 . • - 

l*£z Giy Arg Tyr Ser Cys Cys Tyr. His Pro Asp Trp Thr Ser Ser lie. 
65 . . . 70 . 75 J " ■ *tc -: 

Lys lie GIr. Pre Ser Asn" Thr Leu Glu Leu Leu Val Thr Gly LeU Leu 
85 • 90 95 

Pro Lys Pro Ser Leu Leu Ala Gin Pro Gly Pro Met Val Ala Pro Gly 
100 105 110 

Glu Asn Met Thr Leu Gin Cys Gin Gly Glu Leu Pro Asp Ser Thr Phe 
115 120 125 

Val Leu Leu Lys Glu Gly Ala Gin Glu Pro Leu Glu Gin Gin Arg Pro- 
130 135 140 

Ser Gly Tyr Arg Ala Asp Phe Trp Met Pro Ala Val Arg Gly Glu Asp 
145 150 155 160 

Ser Gly He Tyr Ser Cys Val Tyr Tyr Leu Asp Ser Thr Pro Phe Ala 
165 170 175 

Ala Ser Asn His Ser Asp Ser Leu Glu He Trp Val Thr Asp Lys Pro 
180 * 185 190 

Pro Lys Pro Ser Leu Ser Ala Trp Pro Ser Thr Met Phe 
195 200 205 



<210> 32 

<211> 236 

<212> PRT 

<213> Homo sapiens 

<400> 32 

Met Thr Pro He Leu Thr Val Leu He* Cys Leu Gly Leu Ser Leu Gly 
15 10 15 

Pro Arg Thr His Val Gin Ala Gly Thr Leu- Pro -Lys' Pro Thr Leu Trp 
20 25.- 30 

Ala Glu Pro Gly Ser Val He Thr Gin 'Gly Ser Pro Val Thr Leu Trp 
35 40 45 

Cys Gin Gly lie Leu Glu Thr Gin Glu Tyr Arg Leu Tyr Arg Glu Lys 
SO 55 60 

Lys Thr Ala Pro Trp He Thr Arg 110 Pro Gin Glu He Val Lys Lys 
65 70 7S' . 80 

Gly Gin Phe Pro He Pro Ser He Thr Trp Glu His Thr Gly Arg Tyr 
85 90 95 

Arg Cys Phe Tyr Gly Ser His Thr Ala Gly Trp Ser Glu Pro Ser^«Asp 
100 105 ; HO 
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Pro Leu Glu Leu Val Val Thr Gly Ala Tyr He Lys Pro Thr Leu Ser 
115 120 125 

Ala Leu Pro Ser Pro Val Val Thr Ser Gly Gly Asn Val Thr Leu His 
— -.130 _ _ .135 140 

Gys" Val-,S5r ;3Lh V2;l--Ala s'-e :Sly Ser -phe -.He. Leu Cys Lvs Glu Gly 

145 'is:' * -~ . vl*=5. • . ieo 

Trp Ser Arg Ala lie ?he Ser Val Slv 3ro* V&l £er.:?rc Se-r 'Arzr Arcr 
180 185 • 190. * 

Trp Ser Tyr Arg Cys Tyr Ala Tyr Asp Ser Asn Ser Pro His Val Trp 
195 200 205 ' 

Ser Leu Pro Ser Asp Leu Leu Glu Leu Leu Val Pro Gly Ala Ala Glu 
210 215 220 

Thr Leu Ser Pro Pro Gin Asn Lys Ser Asp Ser Lys 
225 230 235 

<210> 33 

<211> 45 

<212> PRT 

<213> Homo sapiens 

<400> 33 

Met Pro Leu Leu Thr Leu Tyr Leu Leu Leu Phe Trp Leu Ser Gly Tyr 
15 10 15 

Ser lie Ala Thr Gin He Thr Gly Pro Thr Thr Val Asn Gly Leu Glu 
20 25 30 

Arg Gly Ser Leu Thr Val Gin Cys Val Tyr Arg Ser Gly 
35 40 45 

<210> 34 

<211> 249 

<212> PRT 

<213> Homo sapiens 

<400> 34 

Asn Pro Arg Arg Gly Leu Gly Ser Gly Arg Arg Asp Ala Met Thr Ala 
15 10 15 

Glu Phe Leu Ser Leu Leu Cys Leu Gly Leu Cys Leu Gly Tyr Glu Asp 
20 25 30 

Glu Lys Lys Asn Glu Lys Pro Pro Lys Pro Ser Leu His Ala Trp Pro 
35 40 45 

Ser Ser Val Val Glu Ala Glu Ser Asn Val Thr Leu Lys Cys Gin Ala 
50 55 60 

His Ser Gin Asn Val Thr Phe Val Leu Arg Lys Val Asn Asp Ser Gly 
65 70 75 80 

Tyr Lys Gin Glu Gin Ser Ser Ala Glu Asn Glu Ala Glu Phe Pro Phe 
85 90 95 
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Thr Asp Leu Lys Pro Lys Asp Ala Gly Arg Tyr Phe Cys Ala Tyr Lys 
100 105 110 

Thr Thr Ala Ser His Glu Trp Ser Glu Ser Ser Glu His Leu Gin Leu 
115 120. 125 . 



Val val Thr Asp Lys His As Glu Leu Glu Ala Pro Ser Me3 Lvs Thr 

' -:w ■ • • .'lis-' . . 140 ■ " 

Asp 'thr Arg Thr He ?he Val Ala He rhe "Ser C^/s He .'Ser £ls leu .- 
145 150 ' 155 160 

Leu Leu Phe Leu Ser Val Phe He He Tyr Arg Cys Ser Gin- His Ser 
165 170 175 

Ser Ser Ser Glu Glu Ser Thr Lys Arg Thr Ser His Ser Lys Leu Pro 
180 185 190 

Glu Gin Glu Ala Ala Glu Ala Asp Leu Ser Asn Met Glu Arg Val Ser 
195 200 205 

Leu Ser Thr Ala Asp Pro Gin Gly Val Thr Tyr Ala Glu Leu Ser Thr 
210 215 220 

Ser Ala Leu Ser Glu Ala Ala Ser Asp Thr Thr Gin Glu Pro Pro Gly 
225 230 235 240 

Ser His Glu Tyr Ala Ala Leu Lys Val 
245 

<210> 35 

<211> 482 

<212> DNA 

<213> Homo sapiens 

<400> 35 

ctccagtttg gacgaggcct tagaggcatc agcgtatcac tttcctcgta agtcgggagt 60 
gatggaacga ccaccctgta gtgcggttgt gagaattgag atgaggcttg gttcatattg 120 
agtgctcagc tttcctggct tatagacagt ggaggggcgt ggccccacca tgcaccccaa 180 
gggtctcaga ctcaagggcc accaggagga gttggcgggg agccttgggc ccctctggcc 240 
tcagccggat ttcccagcca aacgcagaga gagatgccct ggaccatctt gctctttgca 300 
gctggctcct tggcgatccc agcaccatcc atccggctgg tgcccccgta cccaagcagc 360 
caagaggacc ccatccacat^ cgcatgcatg gcccctggga acttcccggg ggcgaatttc 420 
acactgtatc gaggggggca* ggtggtccag ctcctgcagg cccccacgga ccagcgcggg 480 

gg 482 

<210> 36 - 

<211> 1398 

<212> DNA 

<2l3> Homo sapiens 

<220> 

<221> CDS 

<222> (263) (955) 

<400> 36 

acgaggcctt agaggcatca gcgtatcact ttcctcgtaa gtcgggagtg atggaacgac 60 

caccctgtag tgcggctgtg agaattgaga tgaggcttgg ttcatattga gtgctcagct 120 

ttcctggctt atagacagtg gaggggcgtg gccccaccat gcaccccaag ggtctcagac 180 
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tcaagggcca gcaggaggag ttggcgggga gccttgggcc cctctggcct cagccggatt 240 

tcccagccaa acgcagagag ag atg ccc tgg acc ate ttg etc ttt gca get 292 

Met Pro Trp Thr He Leu Leu Phe Ala Ala 

— - 7^— 1 5 10 

ggc ccc -cc-r -erg ate .'cca .era cca-cc^'-at- esg. czr; br'cc- c-sc -=cg rac ;340" 
•jSIv Ser leu Ala lie ?rc Ala Pro ==r r_e Ar-g 'Leu -V= 1 t r - = ? rc *^* r 

ees age arc c&s -gar car ccc acc ear atV gea rcc arg ccc' eec ccc "2"3"3 '• 
'- : r: aer Ser Glu Asp ?rc Ils.-Sia" -le Ala Cys Xec Ala ?rc 3l">. 
30 35 • ' ' 40 

aac ttc ccg ggg gcg aat ttc aca ctg tat cga ggg ggg cag .gtg gtc 436 
Asn Phe Pro Gly Ala Asn Phe Thr Leu Tyr Arg Gly Gly Gin Val Val 
45 50 55 

cag etc ctg cag gee ccc acg gac cag cgc ggg gtg aca ttt aac ctg 484 
Gin Leu Leu Gin Ala Pro Thr Asp Gin Arg Gly Val Thr Phe Asn Leu 
60 65 70 

age ggc ggc age age aag get cca ggg gga ccc ttc cac tgc cag tat 532 
Ser Gly Gly Ser Ser Lys Ala Pro Gly Gly Pro Phe His Cys Gin Tyr 
75 80 85 90 

gga gtg tta ggt gag etc aac cag tec cag ctg tea gac etc age gag 580 
Gly Val Leu Gly Glu Leu Asn Gin Ser . Gin Leu Ser Asp Leu Ser Glu 
95 100 105 

ccc gtg aac gtc tec ttc cca gtg ccc act tgg ate ttg gtg etc tec 628 
Pro Val Asn Val Ser Phe Pro Val Pro Thr Trp He Leu Val Leu Ser 
HO 115 120 

ctg age ctg get ggt gee etc ttc etc ctt get ggg ctg gtg get gtt 676 
Leu Ser Leu Ala Gly Ala Leu Phe Leu Leu Ala Gly Leu Val Ala Val 
125 130 135 

gee ctg gtg gtc aga aaa gtt aaa etc aga aat tta cag aag aaa aga 724 
Ala Leu Val Val Arg Lys Val Lys Leu Arg Asn Leu Gin Lys Lys Arg 
140 145 150 

gat cga gaa tec tgc tgg gec cag att aac ttc gac age aca gac atg 772 
Asp Arg Glu Ser Cys Trp Ala Gin lie Asn Phe Asp Ser Thr Asp Met 
155 160 165 170 

tec ttc gat aac tec ctg ttt acc gtc tec gcg aaa acg atg cca gaa 820 
Ser Phe Asp Asn Ser Leu Phe Thr Val Ser Ala Lys Thr Met Pro Glu 
175 180 185 

gaa gac ccg gec acc ttg gat gat cac tea ggc acc act gec acc ccc 868 
Glu Asp Pro Ala Thr Leu Asp Asp His Ser Gly Thr Thr Ala Thr Pro 
190 195 200 

age aac tec agg acc egg aag agg ccc act tec acg tec tec teg cct 916 
Ser Asn Ser Arg Thr Arg Lys Arg Pro Thr Ser Thr Ser Ser Ser Pro 
205 210 215 * 

gag acc ccc gaa ttc age act ttc egg gec tgc cag tga ggctgaggac 965 
Glu Thr Pro Glu Phe Ser Thr Phe Arg Ala Cys Gin 
220 225 230 

tgggggaccc etc t gtc tec aggcattegg gggectgagg tccctccagc tacttctggg 1025 
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ggggctctgt cagccacttt ctcagggaat tggacagagg aaaggaaggg gaaccctggc 1085 

cttgggattt tcatcacaga ggagtgggag aggggacaca ggcatgggcc tggcactata 1145 

cagacaacag gaagt-tqccc tctcgacctt cggctcctca ggaccaccag acaaggagat 1205 

;*p"ca=gaccc c-^cccg*ic c c casc^^gr • c c-a.3 aag" as£ .sccq'agi-c:: c ere aca 3 ac ; 1 2-5 5 • 

gr^gaat-z-cc cjccz recce arzgcg-ttz zgagcaza-g 'jtscScccgg g^jr^zegss .^j<Z-5 

/zgzczcrqcg cz^gczzger zaagzzazza «azra'saacac ;g£^-ca.*g:rz. siz-zeca^:: -3 5c 

aaaaaaaaaa aaa " .2593 

<210> 37 

<211> 230 

<212> PRT 

<213> Homo sapiens 

<400> 37 

Met Pro Tip Thr lie Leu Leu Phe Ala Ala Gly Ser Leu Ala lie Pro 

15 '10 15 

Ala Pro Ser lie Arg Leu Val. Pro Pro Tyr Pro Ser Ser Gin Glu Asp 

20 25 30 

Pro lie His lie Ala Cys Met Ala Pro Gly Asn Phe Pro Gly Ala Asn 

35 40 45 

Phe Thr Leu Tyr Arg Gly Gly Gin Val Val Gin Leu Leu Gin Ala Pro 

. 50 55 60 

Thr Asp Gin Arg Gly Val Thr Phe Asn Leu Ser Gly Gly Ser Ser Lys 
65 70 75 80 

Ala Pro Gly Gly Pro Phe His Cys Gin Tyr Gly Val Leu Gly Glu Leu 

85 ' 90 35 

Asn Gin Ser Gin Leu Ser Asp Leu Ser Glu Pro Val Asn Val Ser Phe 

100 105 110 

Pro Val Pro Thr Trp lie Leu val Leu Ser Leu Ser Leu Ala Gly Ala 

115 120 125 

Leu Phe Leu Leu Ala Gly Leu Val Ala Val Ala Leu Val Val Arg Lys 

130 135 140 

Val Lys Leu Arg Asn Leu Gin Lys Lys Arg Asp Arg Glu Ser Cys Trp 
145 150 155 160 

Ala Gin He Asn Phe Asp Ser Thr Asp Met Ser Phe Asp Asn Ser Leu 

165 170 175 

Phe Thr Val Ser Ala Lys Thr Met Pro Glu Glu Asp Pro Ala Thr Leu 

180 185 190 

Asp Asp His Ser- Gly Thr Thr Ala Thr Pro Ser Asn Ser Arg Thr Arg. 

195 . 200 205 

Lys Arg Pro Thr Ser Thr Ser Ser Ser Pro Glu Thr Pro Glu Phe Ser 

210 215 220 

Thr Phe Arg Ala Cys Gin 
225 230 



<210> 38 

<211> 693 

<212> DNA 

<213> Homo sapiens 

<400> 38 

atgccctgga ccatcttgct etttgeaget ggctccttgg cgatcccagc accatccatc 60 
cggctggtgc ccccgtaccc aagcagccaa gaggacccca tccacatcgc atgcatggcc 120 
cctgggaact tcccgggggc gaatttcaca ctgtatcgag gggggcaggt ggtccagctc 180 
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ctgcaggccc ccacggacca gcgcggggtg acatttaacc tgagcggcgg cagcagcaag 240 
gctccagggg gacccttcca ctgccagtat ggagtgttag gtgagctcaa ccagtcccag 300 
ctgtcagacc tcagcgagcc cgtgaacgtc tccttcccag tgcccacttg gatcttggtg 360 
ctctccctga gcctggctgg tgccctcttc ctccttgctg ggctggtggc tgttgccctg 420 
gtggtcagaa aagttaaact cagaaattta cagaagaaaa gagatcgaga atcctgctgg 480 

gcccagatta acttcgacag cacagacatg tccttcgata actccctgtt taccgtctcc 540 

gcgaaadcga tgecagaaga agaccccgcc accttggadg .accactcacg -caccactgcc 600 
■\accccsa'gc.a ^e-<:^^gac\bc^aag£.gg--c=iec^^ca .csccsccctc gcctgafcacc '6.50 
- cccra=z-ca gcaczttecg;ggbctscsa'g tsa. " ' ' . '. r * . . 



. <211> 1455 
<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (274).. (966) 

<220> 

<221> misc__feature 
<222> (1)..(1455) 
<223> n = A, T, G, or C 

<400> 39 

ctccagtttg gacgaggcct tagaggcatc agcgtatcac tttcctcgta agtcgggagt 60 

gatggaacga ccaccctgta gtgcggttgt gagaattgag atgaggcttg gctcatattg 120 

agtgctcagc tttcctggct tatagacagt ggaggggcgt ggccccacca tgcaccccaa 180 

gggtctcaga ctcaagggcc agcaggagga gttggcgggg agccttgggc ccctctggcc 240 

tcagccggat ttcccagcca aacgcagaga gag atg ccc tgg acc ate ttg etc 294 

Met Pro Trp Thr lie Leu Leu 
1 5 

ttt gca get ggc tec ttg gcg ate cca gca cca tec ate egg ctg gtg 342 
Phe Ala Ala Gly Ser Leu Ala lie Pro Ala Pro Ser lie Arg Leu Val 
10 15 20 

ccc ccg tac cca age age caa gag gac ccc ate cac ate gca tgc atg 390 
Pro Pro Tyr Pro Ser Ser Gin Glu Asp Pro lie His He Ala Cys Met 
25 30 35 

gee cct ggg aac ttc ccg ggg gcg aat ttc aca ctg tat cga ggg ggg 438 
Ala Pro Gly Asn Phe Pro Gly Ala Asn Phe Thr Leu Tyr Arg Gly Gly 
40 45 50 " 55 

cag gtg gtc cag etc ctg cag gee- ccc acg gac cag cgc ggg gtg aca 486 
Gin Val Val Gin Leu Leu Gin Ala Pro Thr Asp Gin Arg Gly Val Thr 
60 65 70 

ttt aac ctg age ggc ggc age age aag get cca ggg gga ccc ttc cac 534 
Phe Asn Leu Ser Gly Gly Ser Ser Lys Ala Pro Gly Gly Pro Phe His 
75 80 85 

tgc cag tat gga gtg tta ggt gag etc aac cag tec cag ctg tea aac 582 
Cys Gin Tyr Gly Val Leu Gly Glu Leu Asn Gin Ser Gin Leu Ser Asp 
30 95 100 

etc age gag ccc gtg aac gtc tec ttc cca gtg ccc act tgg ate tta 630 
Leu Ser Glu Pro Val Asn Val Ser Phe Pro Val Pro Thr Trp He Leu 
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105 110 115 

gcg etc tec ctg age ctg get ggt gee etc ttc etc ctt get ggg ctg 678 
Val Leu Ser Leu Ser Leu Ala Gly Ala Leu Phe Leu Leu Ala Gly Leu 
120 125 130 135 



726 — 



•gtg got ctt .gcc. ctg. gtg' etc .aga aaa gtt aaa etc aga aat. tta caa 1 
-^la-TraC .via -Lea>7al Val Arg Zsj$ Val Lys Arg .Asr. Csu 

. -.-14C-; - . ' . 145 - 

a-Kr asa aga^as era -gas ice' -gc :?c ;;c :>ag .az- 'aac . tzc .gaz ,a~c '.7~4 
-L;>s Zr/s vLrg^Xsi Arg Slu Ser Cys rrp- -Ala -'Gin * .-.sr. 3"rle As? .ser 
. ■• U^z - - - ' '• • l^j • . • ~1'53 

aca gac atg tec ttc gat aac tec ctg ttt acc gtc tec gcg aaa acg 822 
Thr Asp Met Ser Phe Asp Asn Ser Leu Phe Thr Val Ser Ala Lys Thr 
170 175 180 

atg cca gaa gaa gac ccg gee acc ttg gat gat cac tea ggc acc act 870 
Met Pro Glu Glu Asp Pro Ala Thr Leu Asp Asp His Ser Gly Thr Thr 
185 190 195 

gee acc ccc age aac tec agg acc egg aag agg ccc act tec acg tec 918 
Ala Thr Pro Ser Asn Ser Arg Thr Arg Lys Arg Pro Thr Ser Thr Ser 
200 205 210 215 

tec teg cct gag acc ccc gaa ttc age act ttc egg gee tgc cag tga 966 
Ser Ser Pro Glu Thr Pro Glu Phe Ser Thr Phe Arg Ala Cys Gin 
220 225 230 

ggctgaggac tgggggaccc ctctgtctcc aggcattegg gggectgagg tccctccagc 1026 

tacttctggg ggggctctgt cagccacttt ctcagggaat tggacagagg aaaggaaggg 1086 

gaaccctggc cttgggattt tcatcacaga ggagtgggag aggggacaca ggcatgggcc HAS 

tggcactata cagacaacag gaagttcccc tctcgacctt cggctcctca ggaccaccag 1206 

agaaggagat gtcaggaccc cttcttgtcc cccagctggg ccataagacg tcccaggtct 1266 

ctgcacaccc gtggaattcc tcccttcccc agtgggtttt tgagcatagg gtgcccttgg 1326 

gtgtgttgtg tgtctgcctg ctggcttgct taagttatta atctcagaac aacgacagcg 1386 

gccgctctag- aggatccaag ettaegtacg cgtgcatgcc catgaactta atngnangag 1446 

eggggggeg 1455 

<210> 40 

<211> 230 

<212> PRT 

<213> Homo sapiens 

<400> 40 

Met Pro Trp Thr lie Leu Leu Phe Ala Ala Gly Ser Leu Ala lie Pro 

1 5 10 15 

Ala Pro Ser lie Arg Leu Val Pro Pro Tyr Pro Ser Ser Gin Glu Asp 

20 25 30 

Pro lie His lie Ala Cys Met Ala Pro Gly Asn Phe Pro Gly Ala Asn 

35 40 45 

Phe Thr Leu Tyr Arg Gly Gly Gin Val Val Gin Leu Leu Gin Ala Pro 

50 55 60 

Thr Asp Gin Arg Gly Val Thr Phe Asn Leu Ser Gly Gly Ser Ser Lys 
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65 70 75 ev 

Ala Pro Gly Gly Pro Phe His Cys Gin Tyr Gly Val Leu Gly Glu Leu 

85 90 95 

Asn Gin Ser Gin Leu Ser Asp Leu Ser Glu Pro Val Asn Val Ser Phe 

100 105 110 

-Pro Val .Pro .Thr Trp lie Leu Val Leu Ser. Leu Ser Leu Ala Gly Ala 

. 1^5. • 120 . 135 

Ceu.^ Leu £?eu Ala* Gly Leu Val AZie-Vfel- -Ala*. Leu v /a'L Va£ to Cvs 
- 13 3* ... - 135 • . 14-: ... . ' . 7 



Phe Thr Val Ser Ala Lys Thr Met Pro Glu Glu Asp Pro Ala -fhr Leu* 

180 185 190 

Asp Asp His Ser Gly Thr Thr Ala Thr Pro Ser Asn Ser Arg Thr Arg 

195 200 205 

Lys Arg Pro Thr Ser Thr Ser Ser Ser Pro Glu Thr Pro Glu Phe Ser 

210 215 220 

Thr Phe Arg Ala Cys Gin 
225 230 



<210> 41 
<211> 693 
<212> DNA 

<213> Homo sapiens . 
<4P0> 41 

atgccctgga ccatcttgct ctttgcagct ggctccttgg cgatcccagc accatccatc 60 
cggctggtgc ccccgtaccc aagcagccaa gaggacccca tccacatcgc atgcatggcc 120 
cctgggaact tcccgggggc gaatttcaca ctgtatcgag gggggcaggt ggtccagctc 180 
ctgcaggccc ccacggacca gcgcggggtg acatttaacc tgagcggcgg cagcagcaag 240 
gctccagggg gacccttcca ctgccagtat ggagtgttag gtgagctcaa ccagtcccag 300 
ctgtcagacc tcagcgagcc cgtgaacgtc tccttcccag tgcccacttg gatcttggtg 360 
, ctctccctga gcctggctgg tgccctcttc ctccttgctg ggctggtggc tgttgccctg 420 
gtggtcagaa aagttaaact cagaaattta cagaagaaaa gagatcgaga atcctgctgg 480 
gccCagatta acttcgacag cacagacatg tccttcgata actccctgtt taccgtctcc 540 
gcgaaaacga tgccagaaga agacccggcc' accttggatg atcactcagg caccactgcc 600 
acccccagca actccaggac ccggaagagg cccacttcca cgtcctcctc gcctgagacc 660 
cccgaattca gcactttccg ggcctgccag tga * 693 

<210> 42 

<211> 102 

<212> PRT 

<213> Homo sapiens 

<400> 42 

Pro Ser lie Arg Leu Val Pro Pro Tyr Pro Ser Ser Gin Glu Asp Pro ■ 
1 5 10 15 

He His He Ala Cys Met Ala Pro Gly Asn Phe Pro Gly Ala Asn Phe 
20 25 30 

Thr Leu Tyr Arg Gly Gly Gin Val Val Gin Leu Leu Gin Ala Pro Thr ' 
35 40 45 

Asp Gin Arg Gly Val Thr Phe Asn Leu Ser Gly Gly Ser Ser Lys Ala 
50 55 60 

Pro Gly Gly Pro Phe His Cys Gin Tyr Gly Val Leu Gly Glu Leu Asn 
65 70 75 80 
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Gin Ser Gin. Leu Ser Asp Leu Ser Glu Pro Val Asn Val Ser Phe Pro 
85 90 95 

Val Pro Thr Trp lie Leu 
100 



<■£!.:>. 42: " . • . - • 

*2L1> 1-5 - '* " 

<ZL2> * 
<2l'2> r.z~z . s?.rier.3 -.' 

*4CJ> 43 " " v • 

Met Pro Trp Thr lie Leu Leu Phe Ala Ala Gly Ser Leu Ala lie 
1 5 10 15 



<210> 44 
<211> 27 
<212> PRT 

<213> Homo sapiens 
<400> 44 

Thr Trp lie Leu Val Leu Ser Leu Ser Leu Ala Gly Ala Leu Phe Leu 
15 10 15 

Leu Ala Gly Leu Val Ala Val Ala Leu Val Val 
20 25 



<210> 45 
<211> 215 
<212> PRT 

<213> Homo sapiens 
<400> 45 

Pro Ala Pro Ser lie Arg Leu Val Pro Pro Tyr Pro Ser "Ser Gin Glu 
15 10 15 

Asp Pro He His lie Ala Cys Met Ala Pro Gly Asn Phe Pro Gly Ala 
20 25 30 

Asn Phe Thr Leu Tyr Arg Gly Gly Gin Val Val Gin Leu Leu Gin Ala 
35 40 45 

Pro Thr Asp Gin Arg Gly Val Thr Phe Asn Leu Ser Gly Gly Ser Ser 
50 55 60 

Lys Ala Pro Gly Gly Pro Phe His Cys Gin Tyr Gly Val Leu Gly Glu 
65 70 75 80 

Leu Asn Gin Ser Gin Leu Ser Asp Leu Ser Glu Pro Val Asn Val Ser 
85 90 95 

Phe Pro Val Pro Thr Trp He Leu Val Leu Ser Leu Ser Leu Ala Gly 
100 105 110 

Ala .Leu Phe Leu Leu Ala Gly Leu Val Ala Val Ala Leu Val Val Arg 
115 120 125 " . 

Lys Val Lys Leu Arg Asn Leu Gin Lys Lys Arg Asp Arg Glu Ser Cys 
130 135 140 
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Trp Ala Gin lie Asn Pne Asp Ser Tnr Asp Met Ser pne Asp Asn Ser 

145 150 155 160 

Leu Phe Thr Val Ser Ala Lys Thr Met Pro Glu Glu Asp Pro Ala Thr 

165 170 175 

Z<eu Aso Asp His S,er Gly Thr Thr Ala Thr ^ro'S^r As* Ser" Arg Thr 

• /" "1*30. ' ' " . ^85- • r'CriC. • * J. ' 

«rs"lys Arg rr-s Thr Ssr Thr3er : 3=r; Ser rr:' t-lu 7>r. ?rc Slu ?he 



Ser Thr •? he 'Arg Ala Qys Gin.' * 
210 215 

<210> 46 

<211> 103 

<212> PRT 

<213> Homo sapiens 

<400> 46 

Pro Ser Leu Leu Ala His Pro Gly Pro Leu Val Lys Ser Glu Glu Thr 
15 10 15 

Val lie Leu Gin Cys Trp Ser Asp Val Arg Phe Gin His Phe Leu Leu 
20 25 30 

His Arg Glu Gly Lys Phe Lys Asp Thr Leu His Leu lie. Gly Glu His 
35 " 40 45 

His Asp Gly Val Ser Lys Ala Asn Phe Ser lie Gly Pro Met Met Gin 
50 55 60 

Asp Leu Ala Gly Thr Tyr Arg Cys Tyr Gly Ser Val Thr His Ser Pro 
65 70 75 80 

Tyr Gin Leu Ser Ala Pro Ser Asp Pro Leu Asp lie Val lie Thr Gly 
85 90 95 

Leu Tyr Glu Lys Pro Ser Leu 
•100 

<210> 47 

<211> 698 

<212> DNA 

<213> Homo -sapiens 

<400> 47 

ccggtggggt tcaatgtcag aaggaaaaag agcctgagac cctgctgcca caaggttttt 60 

ccatgctggc tgtctgactg tgaggggccc cagcaccgtg atgggcgccg tggtggaatc 120 

cctgagtgtt cagtgtcggt atgaagagaa atacaagacg tttaacaaat actggtgcag 180 

acaaccatgc ttgccaattt gcatgaaatg gtggagaccg gaggtctgag ggagtggtga 240 

ggagtgacca agtgatcatc acggaccatc ctggagacct caccttcacc gtgaccttgg 300 

agaacctcac ggcagacgat gcaggaaaat accgatgtgg gattgcaaca atactgcagg 360 

aagatggcct gtctggtttc ctgcccgatc ccttcttcca ggttcaagtg ctggtctcat 420 

cggcctccag tactgagaac tttgtgaaga cacctgcatc tcccaccagg cccagccaat 480 

gccaagggtc cttgcccagc agcacctgct tcctgcttct cccactcctg aaggtgcctt 540 

tgctcctgag catactcggg gctatcctct gggggaacag gctttggagg actccttggc 600 

cagagtcatg aacagcagaa- ctttcaacac cccatgccca ttggaacctt ttccagagac 660 

acagcccttt tgattgcaaa'aaggactttc tgaccttc 698 
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<211> 458 
<212> DNA 
<213> Homo sapiens 



<220> 
— <22>1> -«ri.sc^leacur.e 

* <2H> -7i = A: tj G, ;br C 

< 4 ■ J ~- > 45 . ■ 

■ ^-tgg^zTzz ^'fi-wg^aga aggaaaaaga • gcc^oagacc -czr ui^ccc^ ag':r=::::s 7'^ 
'a-gfcg^c-g toz-gac-g-g agccgcccca 'gcaccgcra:: gggcgccgzg ggggaazccc \-*.^ 
' : 3-gac-gzzca gzgtcggta- gaagagaaai acaagacgrz taacaaa*_ac ccgxgca^a:;- rSO 
aaccatgctc gccaatttgg catgaaatgg tggagaccgg agggtccgag ggagtggtga 240 
ggagtgacca agtgatcatc acggaccatc ctggagacct caccttcacc gtgaccttgg 3 00 
agaacctcac ggcagacgat gcaggaaaat accgatgtgg gattgcaaca atactgcagg 360 
aagatggcct gtctggtttc ctgcccgatc ccttcttcca ggttcaagtg ctggtctcat 420 
cggcctccag tactgagaac tctgtgaaga cacctgcn 458 



<210> 49 * 

<211> 1348 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (210) . . (815) 

<400> 49 - 
ctcactatag ggctcggcgc cgccggcagg tcagcaagtt cttaaaactg tttcacctga 60 

ccacatagtg ccccatggcc ccagcttcct ccgtactctc accagctctg agaaccaaac 120 

ccagaagagg ccagagaagg aaacgagaga tgtgagaagg aaaaagagcc tcagaccctg 180 

ctgccacaag ggacttccat gctggtgag atg acc cag agg get ggg get gec 233 

Met Thr Gin Arg Ala Gly Ala Ala 

1 5 

atg ctg cct tea get ctg etc ctt etc tgt gtc cca ggc tgt ctg act 281 
Met Leu Pro Ser Ala Leu Leu Leu Leu Cys Val Pro Gly Cys Leu Thr 
10 15 20 

gtg agt ggc ccc age acc gtg atg ggc gee gtg ggg gaa tec ctg agt 329 
Val Ser Gly Pro Ser Thr Val Met Gly Ala Val Gly Glu Ser Leu Ser 
25 30 35 40 

. gtt cag tgt egg tat gaa gag aaa tac aag acg ttt aac aaa tac tgg 377 
Val Gin Cys Arg Tyr Glu Glu Lys Tyr Lys Thr Phe Asn Lys Tyr Trp 
45" 50 55 



tgc aga caa cca tgc ttg cca att tgg cat gaa atg gtg gag acc gga 
Cys Arg Gin Pro Cys Leu Pro He Trp His Glu Met Val Glu Thr Gly 
60 65 70 



425 



ggg tct gag gga gtg gtg agg agt gac caa gtg ate ate acg gac cat 473 
Gly Ser Glu Gly Val Val Arg Ser Asp Gin Val He He Thr Asp His 
75 80 85 

cct gga gac etc acc ttc acc gtg acc ttg gag aac etc acg gca gac 521 
Pro Gly Asp Leu Thr Phe Thr Val Thr Leu Glu Asn Leu Thr Ala Asp 
90 95 • 100 
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gat gca gga aaa tac cga tgt ggg att gca aca ata ctg cag gaa gat 569 
Asp Ala Gly Lys Tyr Arg Cys Gly He Ala Thr He Leu Gin Glu Asp 
105 110 . 115 120 

gac ctg tct ggt ttc ctg ccc gat ccc ttc ttc cag gtt caa ctg ctg 617 
"""Giy^Leu -Ser Gly'Pne'Leu Pro a sp . Pro Phe Phe Gin Val Gin Vai Leu 

... ■ * ■ . ■" ■ 125'' . ' ■' r - i3 j - . * .^.25/'" ' t ■ 

• -zzz zZtl -cr .ccc zee agfac 1 : -rag- aas -ct-crg : r,ac aca ccr gr=..c = r . ;irzo '. . 
.Vsri. Ssr 'Ser Ala S*r.-.£sr ?hr Slu Asr. Ser Val lys Thr ; ?rt -^ls ; 5s.r; .. •. _ 

ccc acc agg ccc age caa z.gc caa ggg tec c^g ccc a»rc age acc -go 7lT* 
Pro Thr Arg Pro Ser Gin Cys Gin Gly Ser Leu Pro Ser Ser Thr Cys ' 
155 160 165 

.* 

ttc ctg ctt etc cca etc ctg aag gtg cct ctg etc ctg age ata etc 761 
Phe Leu Leu Leu Pro Leu Leu Lys Val Pro Leu Leu Leu Ser He Leu 
170 175 180 

ggt get ate etc tgg gtg aac agg cct tgg agg act cct tgg aca gag 809 
Gly Ala He Leu Trp Val Asn Arg Pro Trp Arg Thr Pro Trp Thr Glu. 
185 190 195 200 

tea tga acaggagaac ttgcaacacc ccatgcccat tggaaccctg tccagagaca 865 
Ser 

cagcccctct gaetgeaaaa aggacttctg accctgaccc tcatatttct ttccatctta 925 
teaceggata ctttttaaaa gttaaaaaaa aatgtaggcc gggtgcggtg gcttacacct 985 
gcaatcccag cactttggga ggecaaggea ggtggatcac ttgagtccag gagtttgaga. 1045 
gcagcctggg cagcatggtc agacctcatc tctacaaaaa aatacaaaaa ttagcagggf 1105 
gtggtggtgt atgcctgtga tcccagctac ttgggaagct gagacaggag gategcttga 1165 
gccccggagt ggaggttgca ttgagtcgag attgtgccac tgcactccag cctgggtgac 1225 
agagggagac cctgtctcag ataaacaaat aaataaataa aatacatccc atacacaaga 1285 
gtatgtatat gaggtatcta tacagttcaa ggactaaaaa taaacatgtg tacccaccat 1345 
teg 1348 

<210> 50 

<211> 201 

<212> PRT 

<213> Homo sapiens 

<400> 50 

Met Thr Gin Arg Ala Gly Ala Ala Met Leu Pro Ser Ala Leu Leu Leu 

15 10 15 

Leu Cys Val Pro Gly Cys Leu Thr Val Ser Gly Pro Ser Thr Val Met 

20 25 30 

Gly Ala Val Gly Glu Ser Leu Ser Val Gin Cys Arg Tyr Glu Glu iys 

35 40 45 

Tyr Lys Thr Phe Asn Lys Tyr Trp Cys Arg Gin Pro Cys Leu Pro He 

50 55 60 

Trp His Glu Met Val Glu Thr Gly Gly Ser Glu Gly Val Val Arg Ser 
65 '70 75 80 

Asp Gin Val He He Thr Asp His Pro Gly Asp Leu Thr Phe Thr Val 
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85 90 95 

Thr Leu Glu Asn Leu Thr Ala Asp Asp Ala Gly Lys Tyr Arg Cys Gly 

100 105 no 

lie Ala Thr lie Leu Gin Glu Asp Gly Leu Ser Gly Phe Leu Pro Asp 

115 120 125 

Pro Phe Phe Gin Val .Gin Val Leu Val Ser Ser Ala Ser Ser Thr Glu 

130 135 140 • 

?3G- Ser Val..t.*s T-hr Aia. *Ser.. Pro'Chr Arcr ?rc <J T - ~vs 5" 

z??..~^ :r 0 O ... r ' ' ■ \"- '" ■ 

V=*_ -?r: /leu leu- Ssr" lie- Leu Gl y. '.-.La l_e.'--eu r*?p •*;=.! As-r: Arir* 

Pro Trp Ar.g- "Thr Pro Trp Thr 'Glu Ser * '• ". . 

195 200 



<210> 51 
<211> 606 
<212> DNA 

<213> Homo sapiens 



<400> 51 

atgacccaga 

ggctgtctga 

gttcagtgtc 

tgcttgccaa 

gaccaagtga 

ctcacggcag 

ggcctgtctg 

tccagtactg 

gggtccctgc 

ctgagcatac 

tcatga 



gggctggggc 
ctgtgagtgg 
ggtatgaaga 
tttggcatga 
tcatcacgga 
acgatgcagg 
gtttcctgcc 
agaactctgt 
ccagcagcac 
tcggtgctat 



tgccatgctg 
ccccagcacc 
gaaatacaag 
aatggtggag 
ccatcctgga 
aaaataccga 
cgatcccttc 
gaagacacct 
ctgcttcctg 
cctctgggtg 



ccttcagctc 
gtgatgggcg 
acgtttaaca 
accggagggt 
gacctcacct 
tgtgggattg 
ttccaggttc 
gcatctccca 
cttctcccac 
aacaggcctt 



tgctccttct 
ccgtggggga 
aatactggtg 
ctgagggagt 
tcaccgtgac 
caacaatact 
aagtgctggt 
ccaggcccag 
tcctgaaggt 
ggaggactcc 



ctgtgtccca 60 
atccctgagt 120 
cagacaacca 1*80 
ggtgaggagt 240 
cttggagaac 300 
gcaggaagat 360 
ctcatcggcc 420 
ccaatgccaa 480 
gcctctgctc 540 
ttggacagag 600 
606 



<210> 52 

<211> 119 . 

<212> PRT 

<213> Homo sapiens 

<400> 52 

Leu Thr Val Ser Gly Pro Ser Thr Val Met Gly Ala Val Gly Glu Ser 
1 5 10 15 

Leu Ser Val Gin Cys Arg Tyr Glu Glu Lys Tyr Lys Thr Phe Asn Lys 
20 25 30 

Tyr Trp Cys Arg Gin Pro Cys Leu Pro lie Trp His Glu Met Val Glu 
35 40 45 

Thr Gly Gly Ser Glu Gly Val Val Arg Ser Asp Gin Val lie He Thr 
50 55 60 

Asp His Pro Gly Asp Leu Thr Phe Thr Val Thr Leu Glu Asn Leu Thr 
65 70 75 ■ 80 

Ala- Asp Asp Ala Gly Lys Tyr Arg Cys Gly He Ala Thr He Leu Gin 
85 90 95 

Glu Asp Gly Leu Ser Gly Phe Leu Pro Asp Pro Phe Phe Gin Val Gin 
100 105 no 
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Val Leu Val Ser Ser Ala Ser 
115 



<210> 53 
<211> 48 _ 
<2I2> PRT "~ 

<Z12<> : Hr.T.o •jS'apier.-s ■ ■ ■.' -•..■■* 

lie rhr'*Asp His ?r > Glv -As? leu .rhr She Chr.Val ?r.r -leu- ^lu A*-. 

Leu Thr' Ala Asp As^- Ala Gly Lvs Tyr'krg Cys Gly lie Ala Thr lie* 
20 25 30 

Leu Gin Glu Asp Gly Leu Ser Gly Phe Leu Pro Asp Pro Phe Phe Gin 
35 40 45 



<210> 54 
<211> 37 
<212> PRT 

<213> Homo sapiens 
<400> 54 

Met Gly Ala Val Gly Glu Ser Leu Ser Val Gin Cys Arg Tyr Glu Glu 
1 * 5 10 15^ 

Lys Tyr Lys Thr Phe Asn Lys Tyr Trp Cys Arg Gin Pro Cys Leu Pro 
20 25 30 

lie Trp His Glu Met 
35 



<210> 55 
<2U> 20 
<212> PRT 

<213> Homo sapiens 
<400> 55 

Met Thr Gin Arg Ala Gly Ala Ala Met Leu Pro Ser Ala Leu Leu Leu 
1 5 10 .15 

Leu Cys Val Pro 
20 



<210> 56 
<211> 24 
<212> PRT 

<213> Homo sapiens 
<400> 56 

Thr' Cys Phe Leu Leu Leu Pro Leu Leu Lys Val Pro Leu Leu Leu Ser 
15 10 15 

lie Leu Gly Ala lie Leu Trp Val 
20 
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<210> 57 
<211> 181 
<2l2> PRT 

<213> Homo sapiens 



"<400> 57 ' / ~ "" ■ 

iy* Cys isu Thr-M£ £Ly *rj: -Ser vh-r -/ai'MeS .>ly ALa Tj 



Glu Ser L'-=u Val 



Asn Lys Tyr 7rp Cys 'Arg' Gin *=ro Cys Leu Pro lie Tfp His -Glu Men 
35 40 45 

Val Glu Thr Gly Gly Ser Glu Gly Val Val Arg Ser Asp Gin Val He 
50 55 60 

He Thr Asp His Pro Gly Asp Leu Thr Phe Thr Val Thr Leu Glu Asn 
65 70 75 80 

Leu Thr Ala Asp Asp Ala Gly Lys Tyr Arg Cys Gly He Ala Thr He 
85 90 95 

Leu Gin Glu Asp Gly Leu Ser Gly Phe Leu Pro Asp Pro Phe phe Gin 
100 105 HO 

Val Gin Val Leu Val Ser Ser Ala Ser Ser Thr Glu Asn Ser Val Lys 
115 120 125 

Thr Pro Ala Ser Pro Thr Arg Pro Ser Gin Cys Gin Gly Ser Leu Pro 
130 135 140 

Ser Ser Thr Cys Phe Leu Leu Leu Pro Leu Leu Lys Val Pro Leu Leu 
145 150 155 160 

Leu Ser He Leu Gly Ala He Leu Trp Val Asn Arg Pro Trp Arg Thr 
165 170 175 

Pro Trp Thr Glu Ser 
180 



<210> 58 
<211> 123 
<212> PRT 

<213> Homo sapiens 
<400> 58 

Val Gly Ser Phe Gin He Gly Phe Leu Leu Leu- Leu Trp Leu Arg Asp 
1 5 10 15 

Ser Thr Gly Glu He Val Lys Thr Gin Ser Pro Ser Thr Leu Ser Gly 
20 25 30 

Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gin Arg Val 
35 40 45 

Ser He He Leu Ala Trp Asp Gin Gin Lys Pro Gly Gin Ala Pro Met 
50 55 60 

Leu Leu Met Tyr Arg Ala Cys Thr Arg Ala He Asp lie Pro Ala Arg 
65 70 75 80 
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Phe Ser Gly Gly Gly Ser Gly Thr Glu Phe Thr Leu Thr He Ser Ser 

85 90 95 

Leu Gin Ser Gly Asp Cys Ala Val Tyr Phe Trp Gin His Tyr Asn Asn 

ICO ' 105 • iio 

- r - - r -,"^-P Onr -See G**¥*y i Zl~ "GI*y Arg ' " . . . . • 



<21C> 3r. " 

-<I11> 412 . ' • ■ 

<212> PET 

<213> Homo sapiens 
<400> 59 

urg Gin Ser Pro Gin Ser Leu Thr Val Trp Glu Gly Glu Thr 
5 10 15 

^ys Ser Tyr Glu Asn Ser Ala Phe Asp Tyr Phe Pro 
25 30 

Phe Pro Gly Glu Gly Pro Ala Leu Leu He Ser He 
40 ' 45 

hsn Lys Lys Glu Asp Gly Arg Phe Thr He Phe Phe 
55 60 

t*ys Lys Leu Ser Leu His He Ala Asp Ser Gin Pro 
70 " 75 80 

Thr Tyr Phe Cys- Ala Ala Ser Ala Ser Phe Gly Asp 
85 90 95 

tie Trp Gly Leu Gly Thr Ser Leu Val Val Asn Pro 
105 110 



<210> 60 
<211> 211 
<212> PRT 

<213> Homo sapiens 
<400> 60 

Met Thr Ala Arg Ala Trp Ala Ser Trp Arg Ser Ser Ala Leu Leu Leu 
15 10 15 

Leu Leu Val Pro Gly Tyr Phe Pro Leu Ser His Pro Met Thr Val Ala 
20 * 25 30 

Gly Pro Val Gly Gly Ser Leu Ser Val Gin Cys Arg Tyr Glu Lys Glu 
35 40 45 

His Arg Thr Leu Asn Lys Phe Trp Cys Arg Pro Pro Gin He Leu Arg 
50 55 60 

Cys Asp Lys He Val Glu Thr Lys Gly Ser Ala Gly Lys Arg Asn Gly 
65 70 75 80 

Arg Val Ser He Arg Asp Ser Pro Ala Asn Leu Ser Phe Thr Val Thr 

Page 35 



Gin 
1 


Val 


Arg Gin 


Ala 


He 


Leu Asn 
20 


Trp 


Tyr 


Gin Gin 
35 


Leu 


Ser 
50 


Val Ser 


Asn 
65 


Lys 


Arg Glu 


Gly 


Asp 


Ser Ala 


Asn 


Ser 


Lys Leu 
100 
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85 90 95 

Leu Glu Asn Leu Thr Glu Glu Asp Ala Gly Thr Tyr Trp Cys Gly Val 
100 105 HO 

*so Thr D ""0 "^p Leu Arg Asp Phe His Asp Pro He Val Glu Val Glu 
- — 115 ' 120 ■ 125 

.Val S-r^a'iY-e .-Sro Ala 31v Thr ''hr''::: Ala Ser JSer *:?ro.. C-lr. "3-er . 

*S£~"-**S3' SLv/rhr' S-er . jIv rr; <!rr: ' Tn-r .lys 'Ic'i rcc. ',"al His 3hr Trp* 

Pro Ser Val Thr Arg Lys Aso Ser Pro Glu Pro Ser Pro His Pro Gly 
165 " 170 175 

Ser Leu Phe Ser Asn Val Arg Phe Leu Leu Leu Val Leu Leu Glu Leu 
180 185 190 

Pro Leu Leu Leu Ser Met Leu Gly Ala Val Leu Trp Val Asn Arg Pro 
195 200 205 

Gin Arg Ser 
210 



<210> 61 
<211> 135 
<212> PRT 

<213> Homo sapiens 
<400> 61 

Leu Pro Trp Ala Leu Leu Leu Leu Trp Val Pro Gly Cys Phe Ala Leu 
15 10 15 

Ser Lys Cys Arg Thr Val Ala Gly Pro Val Gly Gly Ser Leu Ser Val 
20 25 30 

Gin Cys Pro Tyr Glu Lys Glu His Arg Thr Leu Asn Lys Tyr Trp Cys 
35- 40 45 

Arg Pro Pro Gin He Phe Leu Cys Asp Lys He Val Glu Thr Lys Gly 
50 55 60 

Ser Ala Gly Lys Arg Asn Gly Arg Val Ser He Arg Asp Ser Pro Ala 
65 70 75 80 

Asn Leu Ser Phe Thr Val Thr Leu Glu Asn Leu Thr Glu Glu Asp Ala 
85 90 95 

Gly Thr Tyr Trp Cys Gly Val Asp Thr Pro Trp Leu Gin Asp Phe His 
100 105 HO 

Asp Pro Val Val Glu Val Glu Val Ser Val Phe Pro Ala Ser Thr Ser 
r 115 120 125 

Mef Thr Pro Ala Ser He Thr 
130 135 



<210> 62 
<211> 201 
<212> PRT 
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<213> Homo sapiens 
<400> 62 

Leu Leu Pro Ala Leu Leu Leu Leu Cys Leu Ser Gly Cys Leu Ser Leu 
15 10 15 

™ y T~Glv Pro Gly" Ser Val Thr Gly Thr Ala Gly "Asp Ser Leu Thr Val 

ZZ- • . " • ■* * '2r . ■ • ,. -3C- " . • 

' c-.-s ■Gln'l'vr "SLu Ser Mat tvc £.ys 3Iy Cyr Ash Lys.'-ryr Srp Cys • • 

• Arr Glv' ^li. Tyr Ast *?hr 'cer'-Cys. Glu Ser.rie'.Val Glu'Chr Lys Gly 
50 55- 60 

Glu Glu Lys Val Glu Arg Asn Gly Arg Val Ser He Arg Asp His Pro 
65 70 75 80 

Glu Ala Leu Ala Phe Thr Val Thr Met Gin Asn Leu Asn Glu Asp Asp 
85 90 95 

Ala Gly Ser Tyr Trp Cys Lys He Gin Thr Val Trp Val Leu Asp Ser 
100 105 HO 

Trp Ser Arg Asp Pro Ser Asp Leu Val Arg Val Tyr Val Ser Pro Ala 
115 120 125 

He Thr Thr Pro Arg Arg Thr Thr His Pro Ala Thr Pro Pro He Phe 
130 135 140 

Leu Val Val Asn Pro Gly Arg Asn Leu "Ser Thr Arg Glu Val Leu Thr 
145 - 150 155 * 160 

Gin Asn Ser Gly Phe Arg Leu Ser Ser Pro His Phe Leu Leu Val Val 
165 170 175 

Leu Leu Lys Leu Pro Leu Leu Leu Ser Met Leu Gly Ala -Val Phe Trp 
180 185 190 

Val Asn Arg Pro Gin Trp Ala Pro Pro 
195 200 

<210> 63 

<211> 438 

<212> DWA 

<213> Homo sapiens 

<220> . 

<221> misc_feature 

<222> <1)..(438) 

<223> n = A, T, G, or C 

<400> 63 

tttcgtcctg ccaacagcaa tgtgacgctg cgatgttgga ctcctgccag aggtgtgagc 60 
tttgttctca ggaagggagg aattattctg gagtccccga agccccttga ttctacagag 120 
ggcgcggccg aatttcacct caataatcta aaagtcagaa atgctggaga gtacacctgt 180 
gaatactaca gaaaagcatc cccccacatc ctttcacagc gcagtgacgt ccttctactg 240 
ttggtgacag gacatttatc taaacctttc ctccgaacct accaaagggg tacagtgacc 300 
gcaggtggaa gggtgactct gcagtgccag aagcgagacc aattgtttgt gcctatcatg 360 
ttcgctctac tgaaggcagg gacgccatca cccatccagc tgcagagtcc agcggngaag 420 
gagatagact tctctctg ■ 438 
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<210> 64 

<211> 427 

<212> DNA 

<213> Homo sapiens 

^400> J4 

•tttcgcccaa gacggactct gggagggcta aggagcca*t;c at&atcccta - agctgctttc 60' 

■czzoczczgt --caga'ctgc Scrc-^Scpa •a^aagaraca 'aggggagatg ^gtcatcgsc C2-3 

caagccg-cc ctcra-zgscz ggccc »ckc; ggfggzgc-c\gccaacigca a~gzgac~e- 13C* 

■r-ga-.-^-tgg actrctgcca c-agggg-gag .ctg^g-tctc "-aggaagsgag -iaaz-azt-c- J24C 

. ggagc=cccs .aagccc2~tg a~cctacaga g?ccgr?rac gaarg-sazc: cctaraatct 7~0 

aaaagzcaga'aacgcrgcfeg acracaeorg cgaatariae* aga*aaag*caz scccccaoat -2*cC 

cctcccasag agcag-gacg as Jttcaat- 'gacgg-gaca" ggacarzzat Scaaacczc!: 420 

gctgcga ' • ~ 427 



<210> 65 

<211> 850 

<212> DNA 

<213> Homo sapiens 

<220> 

<221> CDS 

<222> (35).. (850) 

<400> 65 

tttcgtcgga ctctgggagg gctaaggagc catc atg ate cct aag ctg ctt tec 55 

Met He Pro Lys lieu Leu Ser 
1 5 

etc etc tgt ttc aga ctg tgc gtg ggc caa gga gac aca agg gga gat 103 
Leu Leu Cys Phe Arg Leu Cys Val Gly Gin Gly Asp Thr Arg Gly Asp 
10 15 20 

ggg tea ctg ccc aag ccg tec etc agt gec tgg ccc age teg gtg gtt 151 
Gly Ser Leu Pro Lys Pro Ser Leu Ser Ala Trp Pro Ser Ser Val Val 
25 30 35 

cct gee aac age aat gtg acg ctg cga tgt tgg act cct gec aga ggt 199 
Pro Ala Asn Ser Asn Val Thr Leu Arg Cys Trp Thr Pro Ala Arg Gly 
40 45 50 . 55 

gtg age ttt gtt etc agg aag gga gga att att ctg gag tec ccg aag 247 
Val Ser Phe Val Leu Arg Lys Gly Gly He He Leu Glu Ser Pro Lys 
60 65. 70 

ccc ctt gat tct aca gag ggc gcg gec gaa ttt cac etc aat aat eta 295 
Pro Leu Asp Ser Thr Glu Gly Ala Ala Glu Phe His Leu Asn Asn Leu 
75 80 85 

aaa gtc aga aat get gga gag tac acc tgt gaa tac tac aga aaa gca 343 
Lys Val Arg Asn Ala Gly Glu Tyr Thr Cys Glu Tyr Tyr Arg Lys Ala 
90 95 . 100 

tec ccc cac ate ctt tea cag cgc agt gac gtc ctt eta ctg ttg gtg 391 
Ser Pro His He Leu Ser Gin Arg Ser Asp Val Leu Leu Leu Leu Val 
105 110 ** 115 

aca gga cat tta tct aaa cct ttc etc cga acc tac caa agg ggt aca 439 
Thr Gly His Leu Ser Lys Pro Phe Leu Arg Thr Tyr Gin Arg Gly Thr 
120 125 130 135 

gtg acc gca ggt gga agg gtg act ctg cag tgc cag aag cga gac caa 487 
Val Thr Ala Gly Gly Arg Val Thr Leu Gin Cys Gin Lys. Arg Asp Gin 

Page 38 



WO 02/066600 



PCTYUS01/49435 



140 145 150 

ttg ttt gtg cct ate atg ttc get eta ctg aag gca ggg acg cca tea- 535 

Leu Phe Val Pro - lie Met Phe Ala Leu- Leu Lys Ala Gly Thr Pro Ser 
155 160 165 



ccc ate .cag ctg cag .agt cca gcg 
?rp lie Gib 15> Gin 'Ser -rro Ai 



g ggg. aag .gaa/ ata gac ttc tpt ctg 
a.Giv l : vs Glu ila .As? ?he Ser , leu- 
= - 130- ' . 



-583 



ccc cac ct^ 'aea-ccc cgc.ga- get ccc aac cac age tec acg tae tae . .621 
Val Asc Val' Thr 'Ala Gly As? Ala Gly "Asr. :.yr Ser ■Cys* Mec vyr Cr/r 

1S5 . • IrC : . *. 

cag aca aag tct ccc ttc tgg gec tea gaa ccc agt gat cag ctt gag 679 
Gin Thr Lys Ser Pro Phe Trp Ala Ser Glu Pro Ser Asp Gin Leu Glu 
200 " 205 210 215 

ata ttg gtg aca gtt ccc cca ggt ace aca teg age aac tae tec ctg 727 
lie Leu Val Thr Val Pro Pro Gly Thr Thr Ser Ser Asn Tyr Ser Leu 
220 225 230 

ggt aac ttc gta cga ctg ggt ctg get gee gta att gtg gtt ate atg 775 
Gly Asn Phe Val Arg Leu Gly Leu Ala Ala Val lie Val Val He Met 
235 240 245 

gga get ttc ctg gtg gag gee tgg tac age egg aat gtg tct cca ggt 823 
Gly Ala Phe Leu Val Glu Ala Trp Tyr Ser Arg Asn Val Ser Pro Gly 
250 255 260 

gaa tea gag gee ttc aaa cca gag tga 850 
Glu Ser Glu Ala Phe Lys Pro Glu 
265 270 



<210> 66 

<211> 271 

<212> PRT 

<213> Homo sapiens 



<400> 66 



Met 


He 


Pro 


Lys 


Leu Leu Ser Leu 


1 

Gin 


Gly 


Asp 


Thr 


5 

Arg Gly Asp Gly 








20 




Ala 


Trp 


Pro 


Ser 


Ser Val Val Pro 




35 




40 


Cys 


Trp 


Thr 


Pro 


Ala Arg Gly Val 


50 






55 


He 


Ue 


Leu 


Glu 


Ser Pro Lys Pro 


65 






70 


Glu 


Phe 


His 


Leu 


Asn Asn Leu Lys 










85 


Cys 


Glu 


Tyr 


Tyr 


Arg Lys Ala Ser 








100 




Asp 


Val 


Leu 


Leu 


Leu Leu Val Thr 




115 




120 


Arg Thr 


Tyr 


Gin 


Arg Gly Thr Val 




130 






135 


Gin Cys 


Gin 


Lys 


Arg Asp Gin Leu 


145 








150 


Leu Lys 


Ala 


Gly 


Thr Pro Ser Pro 








165 


Lys 


Glu 


He 


Asp 


Phe Ser Leu Val 



Leu Cys Phe Arg- Leu Cys Val Gly 

10 15 
Ser Leu Pro Lys Pro Ser Leu Ser 

25 30 
Ala Asn Ser Asn Val Thr Leu Arg 
45 

Ser Phe Val Leu Arg Lys Gly Gly 
60 

Leu Asp Ser Thr Glu Gly Ala Ala 
75 80 
Val Arg Asn Ala Gly Glu Tyr Thr 

90 95 
Pro His He Leu Ser Gin Arg Ser 
105 HO 
Gly His Leu Ser Lys Pro Phe Leu 
125 

Thr Ala Gly Gly Arg Val Thr Leu 
140 

Phe Val Pro He Met Phe Ala Leu 
155 • 160 
He Gin Leu Gin Ser Pro Ala Gly 

170 175 
Asp Val Thr Ala Gly Asp Ala Gly 
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180 185 190 

Asn Tyr Ser Cys Met Tyr Tyr Gin Thr Lys Ser Pro Phe Trp Ala Ser 

195 200 205 

Glu Pro Ser Asp Gin Leu Glu He Leu Val Thr Val Pro Pro Gly Thr 
210 215 220 

-JThr_J^ex_Ser. Asr* Tyr Ser Leu Gly Asn ?he Val Arg Leu Giy Leu Ala 
225 230 .235 240 

A3a* Va.l-Zl.9.X r al VaJ' Zle Met . 'Sly 'Ala . .?he Leu -Yal Glu -Ala Crp -Tyr 
24o 2 5'C - " ' . " • ""255 

• Ser .AT-g Ash Val Ser rro Gly. Glu c9r Glu 7 Cv= ?r.s Z.vs\ ?ro ~£lu 
2£C . ' 2?5 27G 



<210> 67 

<211> 816 

<212> DNA 

<213> Homo sapiens 

<400> 67 

atgatcccta agctgctttc cctcctctgt 
aggggagatg ggtcactgcc caagccgtcc 
gccaacagca atgtgacgct gcgatgttgg 
aggaagggag gaattattct ggagtccccg 
gaatttcacc tcaataatct aaaagtcaga 
agaaaagcat ccccccacat cctttcacag 
ggacatttat ctaaaccttt cctccgaacc 
agggtgactc tgcagtgcca gaagcgagac 
ctgaaggcag ggacgccatc acccatccag 
ttctctctgg tggacgtgac agccggcgat 
acaaagtctc ccttctgggc ctcagaaccc 
cccccaggta ccacatcgag caactactcc 
gccgtaattg tggttatcat gggagctttc 
tctccaggtg aatcagaggc cttcaaacca 



ttcagactgt gcgtgggcca aggagacaca 60 
ctcagtgcct ggcccagctc ggtggttcct 120 
actcctgcca gaggtgtgag ctttgttctc 180 
aagccccttg attctacaga gggcgcggcc 240 
aatgctggag agtacacctg tgaatactac 300 
cgcagtgacg tccttctact gttggtgaca 360 
taccaaaggg gtacagtgac cgcaggtgga 420 
caattgtttg tgcctatcat gttcgctcta 480 
ctgcagagtc cagcggggaa ggagatagac 540 
gctgggaact acagctgcat gtactaccag 600 
agtgatcagc ttgagatatt ggtgacagtt 660 
ctgggtaact tcgtacgact gggtctggct 720 
ctggtggagg cctggtacag ccggaatgtg 780 
gagtga 816 



<210> 68 

<211> 36 

<212> PRT 

<213> Homo sapiens 

<400> 68 

Gly Ser Leu Pro Lys Pro Ser Leu Ser Ala Trp Pro Ser Ser Val Val 
1 5 10 . 15 

Pro Ala Asn Ser Asn Val Thr Leu Arg Cys Trp Thr Pro Ala Arg Gly 
20 25 30 

Val Ser Phe Val 
35 



<210> 69 

<211> 52 

<212> PRT 

<213> Homo sapiens 

<400> 69 

Cys* Val Gly Gin Gly Asp Thr Arg Gly Asp Gly Ser Leu Pro Lys Pro 
15 10 15 

Ser Leu Ser Ala Trp Pro Ser Ser Val Val Pro Ala Asn Ser Asn- Val 
20 25 30 
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Thr Leu Arg Cys Trp Thr Pro Ala Arg Gly Val Ser Phe Val Leu Arg 
35 " 40 45 

Lys GXy Gly He 
50 



■<ri-C> 70 
- <21I> 52 
<212> ?R? 

.<213> Homo sapiens 
<400> 70 

Arg Ser Asp Val Leu Leu Leu Leu Val Thr Gly His Leu Ser Lys Pro 
15 10 15 

Phe Leu Arg Thr Tyr Gin Arg Gly Thr Val Thr Ala Gly Gly Arg Val 
20 "* 25 30 

Thr Leu Gin Cys Gin Lys Arg Asp Gin Leu Phe Val Pro He Met Phe 
35 40 45 

Ala Leu Leu Lys 
50 



<210> 71 

<211> IS 

<212> PRT 

<213> Homo sapiens 

<400> 71 

Met He Pro Lys Leu Leu. Ser Leu Leu Cys Phe Arg Leu Cys Val Gly 
15 10 15 



<210> 72 

<211> 255 

<212> PRT 

<213> Homo sapiens 

<400> 72 

Gin Gly Asp Thr Arg Gly Asp Gly Ser Leu Pro Lys Pro Ser Leu Ser 
1 5 10 15 

Ala Trp Pro Ser Ser Val Val Pro Ala Asn Ser Asn Val Thr Leu Arg 
20 25 30 

Cys Trp Thr Pro Ala Arg Gly Val Ser Phe Val Leu Arg Lys Gly Gly 
35 40 45, 

He He Leu Glu Ser Pro Lys Pro Leu Asp Ser Thr Glu Gly Ala Ala 
50 . 55 60 

Glu Phe His Leu Asn Asn Leu Lys Val Arg Asn Ala Gly Glu Tyr Thr 
' 65 70 75 80 

Cys Glu Tyr Tyr Arg Lys Ala Ser Pro His He Leu Ser Gin Arg Ser 
85 90 95 

Asp Val Leu Leu Leu Leu Val Thr Gly His Leu Ser Lys Pro Phe Leu 
100 105 HO 

Arg Thr Tyr Gin Arg Gly Thr Val Thr Ala Gly Gly Arg Val Thr Leu 
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115 120 125 

Gin Cys Gin Lys Arg Asp Gin Leu Phe Val Pro lie Met Phe Ala Leu 
130 135 140 

Leu Lvs Ala Gly Thr Pro Ser Pro He Glr. Leu Gin _$9r„?ro Ala .Gly 
145 ' " 150 - 155." , . 1.50 

• Lys-3Lu -Is A^p -Phe Ser-L-eu .Val Thr >l*a.^^'y"As? *Ala;<I:/ 



■ r. -v 



.3 



180 "" : 155 - S : "" .ll: 

Glu Pro Ser Asp Gin Leu Glu lie Leu Val Thr Val Pro Pro Gly Thr 
195 200 205 

Thr Ser Ser Asn Tyr Ser Leu Gly Asn Phe Val Arg Leu Gly Leu Ala 
210 215 .220 

Ala Val lie Val Val lie Met Gly Ala Phe Leu Val Glu Ala Trp Tyr 
225 230 235 240 

Ser- Arg Asn Val Ser Pro Gly Glu Ser Glu Ala Phe Lys Pro Glu 
245 250 255 



<210> 73 
<211> 24 
<212> PRT 

<213> Homo sapiens 
<400> 73 

Leu Gly Asn Phe Val Arg Leu Gly Leu Ala Ala Val lie Val Val He 
15 10 15 

Met Gly Ala Phe Leu Val Glu Ala 
20 



<210> 74 

<211> 132 

<212> PRT 

<213> Homo sapiens 

<400> 74 

Gly Ala He Met He Pro Lys Leu Leu Ser Leu Leu Cys Phe Arg Leu 
1 5 10 15 

Arg Val Gly Gin Gly Asp Thr Arg Gly Asp Gly Ser Leu Pro Lys Pro 
20 25 30 

Ser Leu He Ala Trp Pro Thr Ser Val Val Pro Ala Asn Ser Asn Val 
35 40 45 

Thr Leu Arg Cys Trp Thr Pro Ala Arg Gly Val Ser Cys Val Leu Arg 
50 55 60 

Lys" Gly Gly He He Leu Glu Ser Pro Lys Pro Leu Asp Ser Thr Glu 
65 70 75 80 

Gly Ala Asp Glu Cys His Leu Tyr Asn Leu Lys Val Arg Asn Ala Gly 
85 90 95 
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Glu Tyr Thr Cys Glu Tyr Tyr Arg Lys Ala Cys Pro His lie Leu Ser 
100 105 110 

Gin Ser Ser Asp Asp Leu Leu Leu Met Val Thr Gly His Leu Cys Lys 
115 \2Q 125 

- Pro • Leu -Leu- - Arg 



<21C> 75 
<2l'l> 203 
<212> P?.T 

<213> Homo sapiens 
<400> 75 

Met Ser Pro Ser Pro Thr Ala Leu Phe Cys Leu Gly Leu Cys Leu Gly 
1 5 10 15 

Arg Val Pro Ala Gin Ser Gly Pro Leu Pro Lys Pro Ser Leu Gin Ala 
20 25 30 

Leu Pro Ser Ser Leu Val Pro Leu Glu Lys Pro Val Thr Leu Arg Cys 
35 40 45 

Gin Gly Pro Pro Gly Val Asp Leu Tyr Arg Leu Glu Lys Leu Ser Ser 
50 55 60 

Ser Arg Tyr Gin Asp Gin Ala Val Leu Phe lie Pro Ala Met Lys Arg 
65 70 75 80 

Ser Leu Ala Gly Arg Tyr Arg Cys Ser Tyr Gin Asn Gly Ser Leu Trp 
85 90 95 

Ser Leu Pro Ser Asp Gin Leu Glu Leu Val Ala Thr Gly Val Phe Ala 
100 105 110 

Lys Pro Ser Leu Ser Ala Gin Pro Gly Pro Ala Val Ser Ser Gly Gly 
115 120 125 

Asp Val Thr Leu Gin Cys Gin Thr Arg Tyr Gly Phe Asp Gin Phe Ala 
130 135- 140 

Leu Tyr Lys Glu Gly Asp Pro Ala Pro Tyr Lys Asn Pro Glu Arg Trp 
145 150 155 160 

Tyr Arg Ala Ser Phe Pro lie lie Thr Val Thr Ala Ala His Ser Gly 
165 170 175 

Thr Tyr Arg Cys Tyr Ser Phe Ser Ser Arg Asp Pro Tyr Leu Trp Ser 
180 185 190 

Ala "Pro Ser Asp Pro Leu Glu Leu Val Val Thr 
195 200 



<210> 76 
<211> 228 
<212> PRT 

<213> Homo sapiens 
<400> 76 

Pro Lys Pro Trp Leu Gly Ala Gin Pro Ala Thr Val Val Thr Pro Gly 
15 10 15 
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Val Asn Val Thr Leu Arg Cys Arg Ala Pro Gin Pro Ala Trp Arg Phe 
20 25 30 

Gly Leu Phe Lys Pro Gly Glu lie Ala Pro Leu Leu Phe Arg Asp Val 
■35 40 45 

Ser Ser'.G-Lu £eu^&ra" .Glu "-?he ?he Z*eu -Glu C-lu"/aL yhr.-.-Prs. "Glr.- 

. " • • . . \ 

' Glv Glv Ser Tvr..Arc Cvs Cvs Tvr Arc Arg Pro Asp Trp Sly ?rs Gly 
.:6'5 " 70 . " *" " 75 ? = 

Val Tro Ser Gin Fro Her "Aso Val Leu "Glu Leu Leu Val Thr Glu Glu 
85 - 90 ' 95 

Leu Pro Arg Pro Ser Leu Val Ala Leu Pro Gly Pro Val Val Gly Pro 
100 105 110 

Gly Ala Asn Val Ser Leu Arg Cys Ala Gly Arg Leu Arg Asn Met Ser 
115 120 125 

Phe Val Leu Tyr Arg Glu Gly Val Ala Ala Pro Leu Gin Tyr Arg His 
130 135 140 

Ser Ala Gin Pro Trp Ala Asp Phe Thr Leu Leu Gly Ala Arg Ala Pro 
145 150 155 160 

Gly Thr Tyr Ser Cys Tyr Tyr His Thr Pro Ser Ala Pro Tyr Val Leu 
165 " 170 175 

« 

Ser Gin Arg Ser Glu Val Leu Val lie Ser Trp Glu Asp Ser Gly Ser 
180 185 190 

Ser Asp Tyr Thr Arg Gly Asn Leu Val Arg Leu Gly Leu Ala Gly Leu 
195 200 205 

Val Leu lie Ser Leu Gly Ala Leu Val Thr Phe Asp Trp Arg Ser Gin 
210 215 220 

Asn Arg Ala Pro 
225 



<210> 77 
<211> 6 
<212> PRT 

<213> Homo sapiens 



<220> 

<221> DOMAIN 
<222> (1) • . (6) 

<223> XI = I, L or V; X2 * any amino acid; X4 = any 

amino acid; X5 = any amino acid; and X6 = L or V 



<400> 77 

Xaa Xaa Tyr Xaa Xaa Xaa 
1 5 



<210> 78 
<211> 4 
<212> PRT 

<213> Homo sapiens 

Page 44 



WO 02/066600 



PCT/US01/49435 



<220> 

<221> DOMAIN 

<222> (1) . . (4) 

<223> X = any amino acid 

<400> 78. 

-rrx -Xaa . X-aa : lsu 
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